EXHIBIT A 



A ,£/ 60240 SeqList 10. 14 . 05 . ST25 

V %ADB^ SEQUENCE LISTING 

<110> The Trustees of Columbia University in the City of New Yo 
Trakht, Ilya 
Canfield, Robert 
Kalantarov, Gary 
Rudchenko, Sergei 

<120> Novel Tumor-Associated Marker 

<130> 0575/ 60240/ 3 PW/A 3 M/AJ D 

<140> 09/664,958 
<141> 2000-09-28 

<160> 53 

<170> Patentin version 3.3 

<210> 1 

<211> 333 

<212> PRT 

<213> Human 

<400> 1 

Met Pro Leu Gly Leu Gly Arg Arg Lys Lys Ala Pro Pro Leu val Glu 
15 10 15 

Asn Glu Glu Ala Glu Pro Gly Arg Gly Gly Leu Gly Val Gly Glu Pro 
20 25 30 

Gly Pro Leu Gly Gly Gly Gly Ser Gly Gly Pro Gin Met Gly Leu Pro 
35 40 45 

Pro Pro Pro Pro Ala Leu Arg Pro Arg Leu val Phe His Thr Gin Leu 
50 55 60 

Ala His Gly Ser Pro Thr Gly Arg lie Glu Gly Phe Thr Asn val Lys 
65 70 75 80 

Glu Leu Tyr Gly Lys lie Ala Glu Ala Phe Arg Leu Pro Thr Ala Glu 
85 90 95 

val Met Phe Cys Thr Leu Asn Thr His Lys val Asp Met Asp Lys Leu 
100 105 110 

Leu Gly Gly Gin lie Gly Leu Glu Asp Phe lie Phe Ala His val Lys 
115 120 125 

Gly Gin Arg Lys Glu Val Glu val Phe Lys Ser Glu Asp Ala Leu Gly 
130 135 140 



Leu Thr lie Thr Asp Asn Gly Ala Gly Tyr Ala Phe lie Lys Arg lie 
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145 
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150 155 160 



Lys Glu Gly ser val lie Asp His lie His Leu lie ser val Gly Asp 
165 170 175 

Met lie Glu Ala lie Asn Gly Gin Ser Leu Leu Gly Cys Arg His Tyr 
180 185 190 

Glu Val Ala Arg Leu Leu Lys Glu Leu Pro Arg Gly Arg Thr Phe Thr 
195 200 205 

Leu Lys Leu Thr Glu Pro Arg Lys Ala Phe Asp Met lie Ser Gin Arg 
210 215 220 

Ser Ala Gly Gly Arg Pro Gly Ser Gly Pro Gin Leu Gly Thr Gly Arg 
225 230 235 240 

Gly Thr Leu Arg Leu Arg ser Arg Gly Pro Ala Thr val Glu Asp Leu 
245 250 255 

Pro Ser Ala Phe Glu Glu Lys Ala Ile Glu Lys val Asp Asp Leu Leu 
260 265 270 

Glu Ser Tyr Met Gly Ile Arg Asp Thr Glu Leu Ala Ala Thr Met Val 
275 280 285 

Glu Leu Gly Lys Asp Lys Arg Asn Pro Asp Glu Leu Ala Glu Ala Leu 
290 295 300 

Asp Glu Arg Leu Gly Asp Phe Ala Phe Pro Asp Glu Phe Val Phe Asp 
305 310 315 320 

val Trp Gly Ala Ile Gly Asp Ala Lys Val Gly Arg Tyr 
325 330 

<210> 2 
<211> 720 
<212> DNA 

<213> Human 
<400> 2 

cacggggagg cggaggcagc ggcggcggcg gcggcggcgg cggcggcggc ggagcagatc 60 
ttctggtgac cccacttctc gctgctcatg ccgctgggac tggggcgccg gaaaaaggcg 120 
ccccctctag tggaaaatga ggaggctgag ccaggccgtg gagggctggg cgtgggggag 180 
ccagggcctt tgggcggagg tgggtcgggg ggcccccaaa tgggcttgcc ccccctcccc 240 
ccagccctgc ggccccgcct tgtgttccac acccagctgg cccatggcag tcccactggc 300 
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cgcatcgagg 


ggttcaccaa 


cgtcaaggag 


ctgtatggca 


agattgccga 


ggccttccgc 


360 


ctgccaactg 


ccgaggtgat 


gttttgcacc 


ctgaacaccc 


acaaagtgga 


catggacaag 


420 


ctcctggggg 


gccaaatcgg 


gctggaggac 


ttcatcttcg 


cccacgtgaa 


ggggcagcgc 


480 


aaggaggtgg 


aggtgttcaa 


gtcggaggat 


gcactcgggc 


tcaccatcac 


ggacaacggg 


540 


gctggctacg 


ccttcatcaa 


gcgcatcaag 


gagggcagcg 


tgatcgacca 


catccacctc 


600 


atcagcgtgg 


gcgacatgat 


cgaggccatt 


aacgggcaga 


gcctgctggg 


ctgccggcac 


660 


tacgaagtgg 


cccggctgct 


caaggaactg 


ccccgaggcc 


gtaccttcac 


gctgaagctc 


720 


<210> 3 
<211> 9 
<212> PRT 
<213> Human 












<400> 3 














Lys Leu Leu Gly Gly Gin lie Gly Leu 
1 5 








<210> 4 
<211> 10 
<212> PRT 
<213> Human 












<400> 4 














Ser Leu Leu Gly Cys Arg His Tyr Glu val 
15 10 








<210> 5 
<211> 6263 
<212> DNA 
<213> Human 












<400> 5 
catcagcggg 


cgggggtgtc 


gccgaacagg 


ctgctccgca 


gagcccgccg 


cgaccccgcg 


60 


ccgccccgcc 


ccgcggcctg 


cctgccagag 


gagccgaggg 


ggccgcccct 


cgcccaacct 


120 


gcccgacatg 


gggaaccccg 


ggcccaggcg 


tgctggtcac 


catgacaaca 


gagacaggcc 


180 


ccgactctga 


ggtgaagaaa 


gctcaggagg 


aggccccgca 


gcagcccgag 


gctgctgccg 


240 


ctgtgaccac 


ccctgtgacc 


cctgcaggcc 


acggccaccc 


agaggccaac 


tccaatgaga 


300 


agcatccatc 


ccagcaggac 


acgcggcctg 


ctgaacagag 


cctagacatg 


gaggagaagg 


360 


actacagtga 


ggccgatggc 


ctttcggaga 


ggaccacgcc 


cagcaaggcc 


cagaaatcgc 


420 


cccagaagat 


tgccaagaaa 


tacaagagtg 


ccatctgccg 


ggtcactctg 


cttgatgcct 


480 


cggagtatga 


gtgtgaggtg 


gagaaacatg 


gccggggcca 


ggtgctgttt 


gacctggtct 


540 


gtgaacacct 


caacctccta 


gagaaggact 


acttcggcct 
Page 


gaccttctgt 
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gatgctgaca 


600 
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gccagaagaa 


ctggctggac 


ccctccaagg 


agatcaagaa 


gcagatccgg 


agtagcccct 


660 


ggaattttgc 


cttcacagtc 


aagttctacc 


cgcctgatcc 


tgcccagctg 


acagaagaca 


720 


tcacaagata 


ctacctgtgc 


ctgcagctgc 


gggcagacat 


catcacgggc 


cggctgccat 


780 


gctcctttgt 


cacgcatgcc 


ctactgggct 


cctacgctgt 


gcaggctgag 


ctgggtgact 


840 


atgatgctga 


ggagcatgtg 


ggcaactatg 


tcagcgagct 


ccgcttcgcc 


cctaaccaga 


900 


cccgggagct 


ggaggagagg 


atcatggagc 


tgcataagac 


atataggggg 


atgaccccgg 


960 


gagaagcaga 


aatccacttc 


ttagagaatg 


ccaagaagct 


ttccatgtac 


ggagtagacc 


1020 


tgcaccatgc 


caaggactct 


gagggcatcg 


acatcatgtt 


aggcgtttgt 


gccaatggcc 


1080 


tgctcatcta 


ccgggaccgg 


ctgagaatca 


accgctttgc 


ctggcccaag 


atcctcaaga 


1140 


tctcctacaa 


gaggagtaac 


ttctatatca 


agatccggcc 


tggggagtat 


gagcaatttg 


1200 


agagcacaat 


tggctttaag 


ctcccaaacc 


accggtcagc 


caagagactg 


tggaaggtct 


1260 


gcatcgagca 


tcatacattc 


ttccggctgg 


tgtcccctga 


gcccccaccc 


aagggcttcc 


1320 


tggtgatggg 


ctccaagttc 


cggtacagtg 


ggaggaccca 


ggcacagact 


cgccaggcca 


1380 


gcgccctcat 


tgaccggcct 


gcacccttct 


ttgagcgttc 


ttccagcaaa 


cggtacacca 


1440 


tgtcccgcag 


ccttgatgga 


gcagagttct 


cccgcccagc 


ctcggtcagc 


gagaaccatg 


1500 


atgcagggcc 


tgacggtgac 


aagcgggatg 


aggatggcga 


gtctgggggg 


caacggtcag 


1560 


aggctgagga 


gggagaggtc 


aggactccaa 


ccaagatcaa 


ggagctaaag 


ccggagcagg 


1620 


aaaccacgcc 


gagacacaag 


caggagttct 


tagacaagcc 


agaagatgtc 


ttgctgaagc 


1680 


accaggccag 


catcaatgag 


ctcaaaagga 


ccctgaagga 


gcccaacagc 


aaactcatcc 


1740 


accgggatcg 


agactgggaa 


cgggagcgca 


ggctgccctc 


ctcccccgcc 


tccccctccc 


1800 


ccaagggcac 


ccctgagaaa 


gccaatgaga 


gagcagggct 


gagggagggc 


tccgaggaga 


1860 


aagtcaaacc 


accacgtccc 


cgggccccag 


agagtgacac 


aggcgatgag 


gaccaggacc 


1920 


aggagaggga 


cacggtgttc 


ctgaaggaca 


accacctggc 


cattgagcgc 


aagtgctcca 


1980 


gcatcacggt 


cagctctacg 


tctagcctgg 


aggctgaggt 


ggacttcacg 


gtcattggtg 


2040 


actaccatgg 


cagcgccttc 


gaagacttct 


cccgcagcct 


gcctgagctc 


gaccgggaca 


2100 


aaagcgactc 


ggacactgag 


ggcctgctgt 


tctcccggga 


tctcaacaag 


ggggccccca 


2160 


gccaggatga 


tgagtctggg 


ggcattgagg 


acagcccgga 


tcgaggggcc 


tgctccaccc 


2220 


cggatatgcc 


ccagtttgag 


cccgtgaaaa 


cagaaaccat 


gactgtcagc 


agtctggcca 


2280 


ttagaaagaa 


gattgagccg 


gaggccgtac 


tgcagaccag 


agtctccgct 


atggataaca 


2340 


cccagcaggt 


tgatgggagt 


gcctcagtgg 


ggagggagtt 


catagcaacc 


actccctcca 


2400 


tcaccacgga 


gaccatatcg 


accaccatgg 


agaacagtct 


caagtccggg 


aagggggcag 


2460 


ctgccatgat 


cccaggccca 


cagacggtgg 


ccacggaaat 
Page 


ccgttctctt 
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tctccgatca 
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xcyyydddyd 


igiCC LCdCC 


agcaccxacg 


gcgccacxgc 


ggaaaccctc 


tcaacctcca 


TCQA 

Z DOU 


CCdCCdCCCd 


xgxcaccaaa 


acxgxgaaag 


gagggxxxtc 


tgagacaagg 


atcgagaagc 




y a a X C a. X C a. X 


tcic xggggax 


gaagaxgxcg 


axcaagacca 


ggccctggct 


ttggccatca 


Z/00 


ft ft ~\ ft ft f f ~i ~\ 

ayy aggccaa 


*i ^* +■ t~\ f ~\ f ~* +- 
acxgcagcax 


ccxgaxaxgc 


xggxaaccaa 


— * y*— -4— y* 4— y— y^t -4— 

agcxgxcgxa 


tacagagaaa 


I /bU 


/— /~i -j /— /— -j -»- /~ 

CcigdCCCdIC 


cccagaggag 


agggacaaga 


agccacagga 


•4— y— ■ 4— y*f — * y^> y^> 4" 

axccxgacc l 


ctgtgaagag 




— * <4- y**" y— -4- /»>* y— *~* 4— 

dicciggcdi 


xxcxggxcca 


acccaagcca 


gagaaccaxx 


aagaaggggc 


cxxcaxxcxg 




Q 3. l lCT_ CCy 3. 


cgcaacactg 


acgtcccagc 


"tgcgacgxac 


tgtcacxgat 


gagagactgg 


z940 


gaagggaaaa 


gcaxaxaxax 


axagaxaxax 


agagaxaxag 


atatatatac 


aggaaacacc 


3000 


y~* y— ' 4— y— y— -f— -4— y-*i y— 

gca tcci xgc 


acxgcxgcxg 


gggctggcag 


agcagxxggc 


tgacagcaac 


aaccgacatc 


TATA 

3060 


uyddCdCC Id 


caxxxccxxx 


gcagacaaax 


xgaagaacxg 


y^« 4— y^a y>* y^a ^ >4— ^> -A— 

9L999 a tttt 


"tttcaagaaa 




aaaaatxata 


xaataacxax 


aatccctxgc 


xcaccccxxx 


cccccgccaa 


ataagaaacg 


D "1 O A 

iloO 


y— —i /-* y— y* — i — % y*» 
CddgCCdgdC 


cacgaxgaxx 


gxagaagxcc 


-4— y— y*» rf— /•*• y— y— y— -4— 

cxcccgcccx 


ggxxctgcac 


gttacagxta 


3Z40 


gcagacgagc 


aaxxccaxxx 


gxxcxxcxcc 


agcaxcxcxa 


aggcccactt 


gaatgcaaag 


iiOO 


gddddCdCII 


gcacagcaaa 


/*• a~ ^ ~% f» r% ^ 
gcaagagaag 


xcacagcagc 


aagacacgca 


cagxcaacca 


3 3DU 


+■ +■ -#— +■ f f r% —\ ft 

iLlICCgdyd 


aaaaaagaaa 


axxccccacx 


xggaaagaaa 


gaggaggaac 


actggattct 


3 /I "> A 


•4- — i /— -»--f--«-/— -♦-/-./->■ 

idcittcigg 


axcxxgacac 


xgggcxgcaa 


— y« y-» +- y— -4— -4— 

aaccxaccxx 


y— ■ y— ' ^— > 4> y^ y^ y^» y*» 

ccxcxcxccc 


gcctcccctc 


3/1QA 

34oU 


accctcaacx 


ctcaatgtct 


xgcxgxcaxx 


xxcxgxcxcg 


gctccctcct 


cccccttccc 


D C A A 

3540 


cctxccccca 


ccccacaccc 


xxcacccxcx 


gtgtcctggt 


ccttctgagg 


gccacxgcag 


t CA A 
3D00 


-#— j-» — » y— +- y— y— y— 

axgacxcxcc 


xxxgaaaxga 


gaaaaagaaa 


agaaagcaag 


aacagaaaac 


gaagccacag 


~> aar\ 
JbbU 


gaagggaagx 


"* /i *^ *~ • *^ +■ -f- +■ 
agacaxxgxa 


xgcxxaxggx 


xxcxcaxxax 


*^ * y-l /^l -4— y-t y— ' — * 

gaaggxgcag 


y— -4— y^| y«i n — fc yng 

cxxgxaggag 


3 7 OA 


ft + ^ ^ ft ^ ~\ f ft ft 

gxxxgxacgg 


axgxgcxxxg 


aagxxaxgxa 


xaxxacaxax 


aacaggaaaa 


aaxaxxaaxa 


370A 
3 /oU 


aacagtgctg 


gxaagxaxga 


agcxgacaxx 


y— 4— mama 4— a 

cxaaaaxxax 


aattatctga 


ctgtgattiga 


3o4U 


tgxatcctga 


ggttcctaga 


"tctcacxgaa 


ctggcccagc 


taaggagacc 


tggactctgg 


O AAA 
3900 


gtgtgggttg 


gctcacagta 


ggggctgacg 


ggttcagtgt 


agtaatactg 


tgtgtggtgt 


3960 


ttgxaaxxgg 


txgattggtg 


gggaggggtg 


gggggcccta 


atggagaggt 


gtgggtttgg 


/ATA 

4020 


caagaaagaa 


gcaacacaga 


"tgtcgxcccc 


aaaatgccag 


xxcaagacac 


cttcxccctg 


>1 AO A 

40oU 


cccccctggt 


agtaacagtc 


agggcctggt 


ctgtgctcag 


gtactgggtc 


ccagtctggg 


4140 


actctgctgc 


tgaagttgcc 


acagtagagg 


tccctggctt 


agtccttatc 


tccctacggg 


4200 


gcttgccttg 


gttttcagtc 


ttctctctct 


ttctctcttt 


tttttttttt 


tgccacattc 


4260 


tgcccttccc 


tgaccccatt 


gtaataacca 


actccatatc 


caaagggagg 


tggtgctctc 


4320 


agccattgta 


gaagatggtg 


gctttaacct 


gactgtctaa 
page 


aaattcccag 
5 


ctaagccttt 


4380 
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tcctctactc 


tcttccttgt 


tctgaatcat 


ttcttcttct 


caggccaaag 


tagccatggt 


4440 


aaggaggctt 


catggggcag 


accctgaaag 


atcaaaactg 


catttgcaaa 


gccctcccct 


4500 


gtcccaggac 


aaagctgaga 


ctgacgggtg 


atgttgctca 


taggctccag 


ctctgcataa 


4560 


gaccttggct 


tggagacctc 


cctctcagtc 


aacagctgaa 


ctctgagctt 


gtgcccagaa 


4620 


attaccccaa 


gaccacagga 


acccttcaag 


aagctcccat 


cacaagcttg 


gcattgctct 


4680 


ctgccacacg 


tgggcttcct 


caggcttgtc 


tgccacaagc 


tacttctctg 


agctcagaaa 


4740 


gtgccccttg 


atgagggaaa 


atgtcccact 


gcactgcgaa 


tttctcagtt 


ccattttacc 


4800 


tcccagtcct 


ccttctaaac 


cagttaataa 


attcattcca 


caagtattta 


ctgattacct 


4860 


gcttgtgcca 


gggactattc 


tcaggctgaa 


gaaggtggga 


ggggagggcg 


gaacctgagg 


4920 


agccacctga 


gccagcttta 


tatttcaacc 


atggctggcc 


catctgagag 


catctcccca 


4980 


ctctcgccaa 


cctatcgggg 


catagcccag 


ggatgccccc 


aggcggccca 


ggttagatgc 


5040 


gtccctttgg 


cttgtcagtg 


atgacataca 


ccttagctgc 


ttagctggtg 


ctggcctgag 


5100 


gcagggcagg 


aaatcagaat 


agcatttgct 


tctctgggca 


aatgggaagt 


tcagcggggc 


5160 


agcagaatca 


gtggcattcc 


ccctggtgca 


ggccggtggg 


tccactccaa 


ctccccctga 


5220 


gtgtagcagc 


acactttcca 


tacaccaggt 


tctttctaca 


atcctggtgg 


aaaagccaca 


5280 


gaaccttctt 


cctgcccttc 


ttgagagttc 


cccctctttc 


tgggtcaaga 


gctggagtgg 


5340 


tggctccatc 


ctctctgggc 


cacttcggtc 


taggaactca 


tctttgcagg 


aaccaggagt 


5400 


cctgagcaca 


ctgaacacac 


ctcagaggga 


ggatccttgt 


tgtggatttt 


gcacctggct 


5460 


ttggggcagg 


ggtgaagtga 


ccaggcttag 


cttgtggagt 


ttatgggcca 


ccagggtttg 


5520 


gggaaatcac 


catcccgcgg 


atgctgtgac 


ctcccttcta 


cggagatgca 


ggcagtgcca 


5580 


cgagggagga 


ggggacctgc 


aaagctagaa 


tctagggcac 


tgtttcctcc 


ccatccttct 


5640 


ctttgtagag 


aatagagacg 


tttgtcttgt 


ctgtcttcaa 


cctacttttc 


cttttctctt 


5700 


ttttgtttct 


catcctctct 


gtgccacctc 


tccacccagg 


aggccatgta 


gcatagtgga 


5760 


aaaagtccct 


gagggcggtt 


aggagttctg 


ggtgaccatc 


ctggctcagc 


tcctaactca 


5820 


ccatgtgaca 


tcaggctatc 


cccattcccc 


ctcttgggcc 


tcagtttccc 


gacttgcaaa 


5880 


ataagcagaa 


agaaccagat 


gctctccagg 


gtctttttct 


actttgctat 


ctcatgggtc 


5940 


ttcattttct 


cttattttgt 


tttctctgga 


tcttttccat 


ctgagggtac 


aggaagtacc 


6000 


aggacctgtt 


tcagtttttg 


aatcctgcaa 


gcacattcca 


agactggcct 


gaaactgcat 


6060 


gagcaacatc 


actcgaaata 


attttttttt 


tcaaaagcac 


cttaacaacc 


aattgcgatg 


6120 


ctgtcctgtt 


cctttttact 


cacacccttc 


tctcctttct 


cgtccccatg 


ctcccccacc 


6180 


tcagtgctcc 


gtgctgtatg 


cgtgtgctct 


ctgttcttgt 


atactcaata 


taagtgaaat 


6240 


aaatgtgttt 


gatgctgaac 


cat 


Page 


6 




6263 



60240 SeqList 10.14.05.ST25 



<210> 6 

<211> 933 

<212> PRT 

<213> Human 

<400> 6 

Ser Ala Gly Gly Gly val Ala Glu Gin Ala Ala Pro Gin Ser Pro Pro 
1 5 10 15 

Arg Pro Arg Ala Ala Pro Pro Arg Gly Leu Pro Ala Arg Gly Ala Glu 
20 25 30 

Gly Ala Ala Pro Arg Pro Thr Cys Pro Thr Trp Gly Thr Pro Gly Pro 
35 40 45 

Gly val Leu val Thr Met Thr Thr Glu Thr Gly Pro Asp Ser Glu Val 
50 55 60 

Lys Lys Ala Gin Glu Glu Ala Pro Gin Gin Pro Glu Ala Ala Ala Ala 
65 70 75 80 

Val Thr Thr Pro Val Thr Pro Ala Gly His Gly His Pro Glu Ala Asn 
85 90 95 

Ser Asn Glu Lys His Pro Ser Gin Asp Thr Arg Pro Ala Glu Gin ser 
100 105 110 

Leu Asp Met Glu Glu Lys Asp Tyr Ser Glu Ala Asp Gly Leu Ser Glu 
115 120 125 

Arg Thr Thr Pro Ser Lys Ala Gin Lys Ser Pro Gin Lys lie Ala Lys 
130 135 140 

Lys Tyr Lys Ser Ala lie Cys Arg val Thr Leu Leu Asp Ala ser Glu 
145 150 155 160 

Tyr Glu Cys Glu Val Glu Lys His Gly Arg Gly Gin Val Leu Phe Asp 
165 170 175 

Leu val cys Glu His Leu Asn Leu Leu Glu Lys Asp Tyr Phe Gly Leu 
180 185 190 

Thr Phe Cys Asp Ala Asp Ser Gin Lys Asn Trp Leu Asp Pro Ser Lys 
195 200 205 

Glu lie Lys Lys Gin lie Arg Ser ser Pro Trp Asn Phe Ala Phe Thr 
210 215 220 
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val Lys Phe Tyr Pro Pro Asp Pro Ala Gin Leu Thr Glu Asp lie Thr 
225 230 235 240 

Arg Tyr Tyr Leu Cys Leu Gin Leu Arg Ala Asp lie lie Thr Gly Arg 
245 250 255 

Leu Pro cys Ser Phe val Thr His Ala Leu Leu Gly Ser Tyr Ala val 
260 265 270 

Gin Ala Glu Leu Gly Asp Tyr Asp Ala Glu Glu His val Gly Asn Tyr 
275 280 285 

Val Ser Glu Leu Arg Phe Ala Pro Asn Gin Thr Arg Glu Leu Glu Glu 
290 295 300 

Arg lie Met Glu Leu His Lys Thr Tyr Arg Gly Met Thr Pro Gly Glu 
305 310 315 320 

Ala Glu lie His Phe Leu Glu Asn Ala Lys Lys Leu ser Met Tyr Gly 
325 330 335 

val Asp Leu His His Ala Lys Asp Ser Glu Gly lie Asp lie Met Leu 
340 345 350 

Gly val Cys Ala Asn Gly Leu Leu lie Tyr Arg Asp Arg Leu Arg lie 
355 360 365 

Asn Arg Phe Ala Trp Pro Lys lie Leu Lys lie Ser Tyr Lys Arg Ser 
370 375 380 

Asn Phe Tyr lie Lys lie Arg Pro Gly Glu Tyr Glu Gin Phe Glu Ser 
385 390 395 400 

Thr lie Gly Phe Lys Leu Pro Asn His Arg Ser Ala Lys Arg Leu Trp 
405 410 415 

Lys Val Cys lie Glu His His Thr Phe Phe Arg Leu Val Ser Pro Glu 
420 425 430 

Pro Pro Pro Lys Gly Phe Leu val Met Gly Ser Lys Phe Arg Tyr Ser 
435 440 445 



Gly Arg Thr Gin Ala Gin Thr Arg Gin Ala Ser Ala Leu lie Asp Arg 
450 455 460 



Pro Ala Pro Phe Phe Glu Arg ser ser Ser Lys Arg Tyr Thr Met Ser 

Page 8 
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465 470 475 480 

Arg ser Leu Asp Gly Ala Glu Phe ser Arg Pro Ala ser val ser Glu 
485 490 495 

Asn His Asp Ala Gly Pro Asp Gly Asp Lys Arg Asp Glu Asp Gly Glu 
500 505 510 

Ser Gly Gly Gin Arg Ser Glu Ala Glu Glu Gly Glu val Arg Thr Pro 
515 520 525 

Thr Lys lie Lys Glu Leu Lys Pro Glu Gin Glu Thr Thr Pro Arg His 
530 535 540 

Lys Gin Glu Phe Leu Asp Lys Pro Glu Asp val Leu Leu Lys His Gin 
545 550 555 560 

Ala Ser lie Asn Glu Leu Lys Arg Thr Leu Lys Glu Pro Asn Ser Lys 
565 570 575 

Leu lie His Arg Asp Arg Asp Trp Glu Arg Glu Arg Arg Leu Pro Ser 
580 585 590 

ser Pro Ala ser Pro ser Pro Lys Gly Thr Pro Glu Lys Ala Asn Glu 
595 600 605 

Arg Ala Gly Leu Arg Glu Gly Ser Glu Glu Lys Val Lys Pro Pro Arg 
610 615 620 

Pro Arg Ala Pro Glu ser Asp Thr Gly Asp Glu Asp Gin Asp Gin Glu 
625 630 635 640 

Arg Asp Thr val Phe Leu Lys Asp Asn His Leu Ala lie Glu Arg Lys 
645 650 655 

Cys Ser Ser lie Thr Val Ser Ser Thr ser ser Leu Glu Ala Glu val 
660 665 670 

Asp Phe Thr Val lie Gly Asp Tyr His Gly Ser Ala Phe Glu Asp Phe 
675 680 685 

Ser Arg Ser Leu Pro Glu Leu Asp Arg Asp Lys Ser Asp Ser Asp Thr 
690 695 700 

Glu Gly Leu Leu Phe ser Arg Asp Leu Asn Lys Gly Ala Pro Ser Gin 
705 710 715 720 
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Asp Asp Glu Ser Gly Gly lie Glu Asp ser Pro Asp Arg Gly Ala Cys 
725 730 735 



Ser Thr Pro Asp Met Pro Gin Phe Glu Pro val Lys Thr Glu Thr Met 
740 745 750 

Thr val Ser Ser Leu Ala lie Arg Lys Lys He Glu Pro Glu Ala Val 
755 760 765 

Leu Gin Thr Arg val Ser Ala Met Asp Asn Thr Gin Gin val Asp Gly 
770 775 780 

ser Ala Ser val Gly Arg Glu Phe lie Ala Thr Thr Pro ser He Thr 
785 790 795 800 

Thr Glu Thr lie Ser Thr Thr Met Glu Asn Ser Leu Lys Ser Gly Lys 
805 810 815 

Gly Ala Ala Ala Met lie Pro Gly Pro Gin Thr val Ala Thr Glu lie 
820 825 830 

Arg Ser Leu Ser Pro lie lie Gly Lys Asp Val Leu Thr Ser Thr Tyr 
835 840 845 

Gly Ala Thr Ala Glu Thr Leu Ser Thr Ser Thr Thr Thr His val Thr 
850 855 860 

Lys Thr Val Lys Gly Gly Phe Ser Glu Thr Arg lie Glu Lys Arg lie 
865 870 875 880 

lie lie Thr Gly Asp Glu Asp val Asp Gin Asp Gin Ala Leu Ala Leu 
885 890 895 

Ala lie Lys Glu Ala Lys Leu Gin His Pro Asp Met Leu val Thr Lys 
900 905 910 

Ala val val Tyr Arg Glu Thr Asp Pro ser Pro Glu Glu Arg Asp Lys 
915 920 925 

Lys Pro Gin Glu Ser 
930 

<210> 7 

<211> 3474 

<212> DNA 

<213> Human 

<400> 7 

gcgcgccggc ggctcgggca gaggggcggg agctgaggcg ggagcggaca ggctggtggg 
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cgagcgagag 


gcgcggaaxg 


gxygacxacc 


acgcggcgaa 


ccagtcgtac 


cagtacggcc 




ccagcagcgc 


ggcaa Lggcx 


-t- (~t r\ *~ f~\ t~\ t~ f~\ /~i 


ggagcaxggg 


cgactacatg 


gcccaggagg 


180 


— \ /— /i — \ y— -4— /-« y~i yt — > 

a c g a ci g g g a. 


ccgggaccxg 


<~ /~i z~ -♦- /*i /-1 /— /— 

cxgcxggacc 


cggccxggga 


gaagcagcag 


cgcaagaccx 


Z40 


^ y ^ y /*i ^ *^ +- 
xcacggca xg 


y™» y"i y — k -4- 

gagcaacxcc 


caccxgcgga 


aggcaggcac 


acagat cgag 


aacaxxgaxg 


300 


•5 ~* -4— r~ y— f** 
aggacxxccg 


/i *a /** /t /*^ /~ ■+* r~ 
agacgggcxc 


ddyc icdigc 


xgcxccxgga 


ggxcaxaxca 


ggggagcggt 


3 DO 


IdCCIadyCC 


ggagcggggg 


adgaxgagag 


igCdCddddl 


caacaaxg xg 


aacaaagcgc 


4ZO 


iggaCII Id I 


xgccagcaaa 


gggaxcaagc 


■4— /«• ^ j~ +- ™ 

xggacxxcca 


xcgggcagaa 


gagaxxgxgg 


4o0 


acggcaacgc 


aaagaxgacc 


cxgggaaxga 


xcxggaccax 


caxccxxagg 


xxcgccaxcc 




aggacatctc 


cgtggaagag 


accxcggcca 


aggaagggct 


ccttctctgg 


tgccagagaa 


CAA 

bOO 


agacagcccc 


a."tataagaac 


g xcaaxgxgc 


agaacttcca 


catcagctgg 


aaggatggtc 


DOO 


iigccixcaa 


xgcccxgaxc 


caccggcaca 


gaccagagcx 


gattgagtiat 


gacaagctiga 


~7 ~) r\ 
/ZO 


ggaaggacga 


cccxgxcacc 


aaccxgaaca 


axgccxxcga 


agtggctgag 


aaaxaccxcg 


■7 on 
/oO 


— * y— — * -i— yr- j-** y** y— — * 

dCdlCCCCdd 


gaxgcxggax 


gcagaggaca 


xcgxgaacac 


ggcccggccc 


gacgagaagg 


54U 


cca raaigac 


cxaxgxgxcc 


agcxxcxacc 


-»-t- / ^ 1/ ~/--4--4--4--4- / - 

axgccxxxxc 


aggagcgcag 


aaggcxgaaa 


yuu 


ctgaaactgc 


cgccaaccgg 


axcxgxaagg 


xgcxggcxgx 


caaccaagag 


aactgcagca 


yoo 


cctcgatgga 


ggactacgag 


aagctggcca 


gcgacct cct 


ggagtggatc 


cggcgcacca 


-LOzO 


t cccctggct 


ggaggaccgt 


gxgccccaaa 


agacxaxcca 


ggagatgcag 


cagaagctgg 


XOoO 


aggacttccg 


cgacxaccgg 


cgxgxgcaca 


agccgcccaa 


ggtgcaggag 


aagtgccagc 




rggagaxcaa 


cxxcaacagc 


gxgcagacca 


agcxgcgccx 


cagcaaccgg 


y™ y™ y— y« y™ y— y— 

cccgccxxca 


i inn 


-4— #— y /— y y"~ /"i ~% 

xgccc xccga 


#-i /*i /~ ~% 
gggcaagaxg 


gxc xcggaca 


-4- /— -j -\ /— -3 -5 -4— « « 

xcaacaaxgg 


*~ -4— « « y— — > /^| y~ — \ #— 

cxggcagcac 


xxggagcagg 


±ZDU 


y™- -4- y-« -"k — k y~* « y">| 

c xgagaaggg 


cxacgaggag 


xggcxgcxga 


axgagaxxcg 


y— — * « « <— -4- « ^ « 

caggcxggag 


y— yi y— -4- y y— y— 

cggcxcgacc 




•~> f~ t~ + /*i y~ ~* /*i 
acc Lggcaga 


gaagxxccgg 


cagaaagccx 


CCalCCdCgd 


ggccxggacx 


gacgggaagg 


IjoU 


aagcca xgc l 


gaagcaccgg 


gacxacgaga 


cggccacacx 


axcggacaxc 


1 1 1 rtr y" y~ -4- 

aaagcccxca 


X44U 


*t*tcgcaagca 


cgaggccxxc 


gagagcgacc 


xggcxgcgca 


ccaggaccgc 


y* +^ y-w y>« *-»k yM« — — — k yn* m 

gxggagcaga 


IjUU 


y— - J *^t ^™ y* y*i y~ -i— y» 

Lcgccgccrc 


cgcccaggag 


cxcaacgagc 


xggaxxacxa 


cgacxcccac 


aaxgxcaaca 


IjDU 


cccgg rgcca 


gaagaxcxgx 


gaccagxggg 


acgcccxcgg 


cxcxcxgaca 


y™ *-i ^ -a y*i ^— y— « y — » 

caxagxcgca 




gggaagccct 


ggaga.aaaca 


gagaagcagc 


xggaggccax 


caxcgaccag 


y-« y™ >-» yxa 

cxgcaccxgg 


i con 


aatacgccaa 


gcccgcggcc 


cccttcaaca 


actggatgga 


gagcgccatg 


gaggacctcc 


1740 


aggacatgtt 


catcgtccat 


accatcgagg 


agattgaggg 


cctgatctca 


gcccatgacc 


1800 


agttcaagtc 


caccctgccg 


gacgccgata 


gggagcgcga 


ggccatcctg 


catccacaag 


1860 


gaggccagag 


gatcgctgag 


agcaaccaca 


tcaagctgtc 


gggcagcaac 


ccctacacca 


1920 
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ccgtcacccc 


gcaaatcatc 


aactccaagt 


gggagaaggt 


gcagcagctg 


gtgccaaaac 


1980 


gggaccatgc 


cctcctggag 


gagcagagca 


agcagcagca 


gtccaacgag 


cacctgcgcc 


2040 


gccagttcgc 


cagccaggcc 


aatgttgtgg 


ggccctggat 


ccagaccaag 


atggaggaga 


2100 


tcgcgatctc 


cattgagatg 


aacgggaccc 


tggaggacca 


gctgagccac 


ctgaagcagt 


2160 


atgaacgcag 


catcgtggac 


tacaagccca 


acctggacct 


gctggagcag 


cagcaccagc 


2220 


tcatccagga 


ggccctcatc 


ttcgacaaca 


agcacaccaa 


ctataccatg 


gagcacattc 


2280 


gcgtgggctg 


ggagcagctg 


ctcaccacca 


ttgcccgcac 


catcaacgag 


gtggagaacc 


2340 


agatccttac 


ccgcgacgcc 


aagggcatca 


gccaggagca 


gatgcaggag 


ttccgggcgt 


2400 


ccttcaacca 


cttcgacaag 


gatcatggcg 


gggcgctggg 


gcgaggagtt 


caaggcctgc 


2460 


ctcatcagcc 


tgggctacga 


cgtggagaac 


gaccggcagg 


tgaggccgag 


ttcaaccgca 


2520 


tcatgagcct 


ggtcgacccc 


aaccatagcg 


gccttgttac 


cttccaagcc 


ttcatcgact 


2580 


tcatgtcgcg 


ggagaccacc 


gacaccgaca 


cggctgacca 


ggtaatcact 


tccttcaagg 


2640 


tcctagcagg 


ggacaagaac 


ttcatcacag 


ctgaggagct 


gcggagagag 


ctgccccccg 


2700 


accaggccga 


gtactgcatc 


gcccgcatgg 


cgccatacca 


gggccctgac 


ggcgtgcgcg 


2760 


gtgccctcga 


ctacaagtcc 


ttctccacgg 


ccttgtatgg 


cgagagcgac 


ctgtgaggcc 


2820 


ccagagacct 


gacccaacac 


ccccgacgcc 


tccaggagcc 


tggcagcccc 


acagtcccat 


2880 


tcctccactc 


tgtatctatg 


caaagcactc 


tctctgcagt 


ctccggggtg 


ggtgggtggg 


2940 


cagggagggg 


ctggggcagg 


ctctctcctc 


tctctctttg 


tgggttggcc 


aggaggttcc 


3000 


cccgaccagg 


ttggggagac 


ttggggccag 


cgcttctggt 


ctggtaaata 


tgtatgatgt 


3060 


gttgtgcttt 


tttaaccaag 


gaggggccag 


tggattccca 


cagcacaacc 


ggtcccttcc 


3120 


atgccctggg 


atgcctcacc 


acacccaggt 


ctcttccttt 


gctctgaggt 


cccttcaagg 


3180 


cctccccaat 


ccaggccaaa 


gccccatgtg 


ccttgtccag 


ggaactgcct 


gggccatgcg 


3240 


aggggccagc 


agagggcgcc 


accacctgac 


ggctgggacc 


cacccagccc 


ctctcccctc 


3300 


tctgctccag 


actcacttgc 


cattgccagg 


agatggcccc 


aacaagcacc 


ccgcttttgc 


3360 


agcagaggag 


ctgagttggc 


agaccgggcc 


cccctgaacc 


gcaccccatc 


ccaccagccc 


3420 


cggccttgct 


ttgtctggcc 


tcacgtgtct 


cagattttct 


aagaaccaaa 


aaaa 


3474 



<210> 8 

<211> 912 

<212> PRT 

<213> Human 

<400> 8 

Met val Asp Tyr His Ala Ala Asn Gin ser Tyr Gin Tyr Gly Pro ser 
15 10 15 
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Ser Ala Ala Met Ala Trp Arg Arg Gly Ser Met Gly Asp Tyr Met Ala 
20 25 30 

Gin Glu Asp Asp Trp Asp Arg Asp Leu Leu Leu Asp Pro Ala Trp Glu 
35 40 45 

Lys Gin Gin Arg Lys Thr Phe Thr Ala Trp Ser Asn Ser His Leu Arg 
50 55 60 

Lys Ala Gly Thr Gin lie Glu Asn lie Asp Glu Asp Phe Arg Asp Gly 
65 70 75 80 

Leu Lys Leu Met Leu Leu Leu Glu Phe lie Ser Gly Glu Arg Leu Pro 
85 90 95 

Lys Pro Glu Arg Gly Lys Met Arg Val His Lys lie Asn Asn val Asn 
100 105 110 

Lys Ala Leu Asp Phe lie Ala ser Lys Gly lie Lys Leu Asp Phe His 
115 120 125 

Arg Ala Glu Glu lie Val Asp Gly Asn Ala Lys Met Thr Leu Gly Met 
130 135 140 

lie Trp Thr lie lie Leu Arg Phe Ala lie Gin Asp lie ser val Glu 
145 150 155 160 

Glu Thr Ser Ala Lys Glu Gly Leu Leu Leu Trp Cys Gin Arg Lys Thr 
165 170 175 

Ala Pro Tyr Lys Asn Val Asn val Gin Asn Phe His lie Ser Trp Lys 
180 185 190 

Asp Gly Leu Ala Phe Asn Ala Leu lie His Arg His Arg Pro Glu Leu 
195 200 205 

lie Glu Tyr Asp Lys Leu Arg Lys Asp Asp Pro Val Thr Asn Leu Asn 
210 215 220 

Asn Ala Phe Glu val Ala Glu Lys Tyr Leu Asp lie Pro Lys Met Leu 
225 230 235 240 

Asp Ala Glu Asp lie Val Asn Thr Ala Arg Pro Asp Glu Lys Ala lie 
245 250 255 

Met Thr Tyr Val Ser Ser Phe Tyr His Ala Phe Ser Gly Ala Gin Lys 
260 265 270 
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Ala Glu Thr G"lu Thr Ala Ala Asn Arg lie Cys Lys val Leu Ala Val 
275 280 285 

Asn Gin Glu Asn Cys Ser Thr Ser Met Glu Asp Tyr Glu Lys Leu Ala 
290 295 300 

Ser Asp Leu Leu Glu Trp lie Arg Arg Thr lie Pro Trp Leu Glu Asp 
305 310 315 320 

Arg Val Pro Gin Lys Thr lie Gin Glu Met Gin Gin Lys Leu Glu Asp 
325 330 335 

Phe Arg Asp Tyr Arg Arg Val His Lys Pro Pro Lys val Gin Glu Lys 
340 345 350 

cys Gin Leu Glu lie Asn Phe Asn Ser val Gin Thr Lys Leu Arg Leu 
355 360 365 

Ser Asn Arg Pro Ala Phe Met Pro Ser Glu Gly Lys Met val Ser Asp 
370 375 380 

lie Asn Asn Gly Trp Gin His Leu Glu Gin Ala Glu Lys Gly Tyr Glu 
385 390 395 400 

Glu Trp Leu Leu Asn Glu lie Arg Arg Leu Glu Arg Leu Asp His Leu 
405 410 415 

Ala Glu Lys Phe Arg Gin Lys Ala Ser lie His Glu Ala Trp Thr Asp 
420 425 430 

Gly Lys Glu Ala Met Leu Lys His Arg Asp Tyr Glu Thr Ala Thr Leu 
435 440 445 

Ser Asp lie Lys Ala Leu lie Arg Lys His Glu Ala Phe Glu ser Asp 
450 455 460 

Leu Ala Ala His Gin Asp Arg val Glu Gin lie Ala Ala Ser Ala Gin 
465 470 475 480 

Glu Leu Asn Glu Leu Asp Tyr Tyr Asp Ser His Asn Val Asn Thr Arg 
485 490 495 

cys Gin Lys lie Cys Asp Gin Trp Asp Ala Leu Gly ser Leu Thr His 
500 505 510 



Ser Arg Arg Glu Ala Leu Glu Lys Thr Glu Lys Gin Leu Glu Ala lie 
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515 520 525 

lie Asp Gin Leu His Leu Glu Tyr Ala Lys Pro Ala Ala Pro Phe Asn 
530 535 540 

Asn Trp Met Glu Ser Ala Met Glu Asp Leu Gin Asp Met Phe lie Val 
545 550 555 560 

His Thr lie Glu Glu lie Glu Gly Leu lie Ser Ala His Asp Gin Phe 
565 570 575 

Lys Ser Thr Leu Pro Asp Ala Asp Arg Glu Arg Glu Ala lie Leu His 
580 585 590 

Pro Gin Gly Gly Gin Arg lie Ala Glu Ser Asn His lie Lys Leu Ser 
595 600 605 

Gly Ser Asn Pro Tyr Thr Thr val Thr Pro Gin lie lie Asn Ser Lys 
610 615 620 

Trp Glu Lys val Gin Gin Leu val Pro Lys Arg Asp His Ala Leu Leu 
625 630 635 640 

Glu Glu Gin Ser Lys Gin Gin Gin Ser Asn Glu His Leu Arg Arg Gin 
645 650 655 

Phe Ala Ser Gin Ala Asn val val Gly Pro Trp lie Gin Thr Lys Met 
660 665 670 

Glu Glu lie Ala lie Ser lie Glu Met Asn Gly Thr Leu Glu Asp Gin 
675 680 685 

Leu Ser His Leu Lys Gin Tyr Glu Arg Ser lie Val Asp Tyr Lys Pro 
690 695 700 

Asn Leu Asp Leu Leu Glu Gin Gin His Gin Leu lie Gin Glu Ala Leu 
705 710 715 720 

lie Phe Asp Asn Lys His Thr Asn Tyr Thr Met Glu His lie Arg val 
725 730 735 

Gly Trp Glu Gin Leu Leu Thr Thr lie Ala Arg Thr lie Asn Glu Val 
740 745 750 

Glu Asn Gin lie Leu Thr Arg Asp Ala Lys Gly lie Ser Gin Glu Gin 
755 760 765 

Page 15 



60240 SeqList 10.14.05.ST25 
Met Gin Glu Phe Arg Ala ser Phe Asn His Phe Asp Lys Asp His Gly 
770 775 780 

Gly Ala Leu. Gly Arg Gly Val Gin Gly Leu Pro His Gin Pro Gly Leu 
785 790 795 800 

Arg Arg Gly Glu Arg Pro Ala Gly Glu Ala Glu Phe Asn Arg lie Met 
805 810 815 

Ser Leu Val Asp Pro Asn His Ser Gly Leu Val Thr Phe Gin Ala Phe 
820 825 830 

lie Asp Phe Met ser Arg Glu Thr Thr Asp Thr Asp Thr Ala Asp Gin 
835 840 845 

val lie Thr Ser Phe Lys Val Leu Ala Gly Asp Lys Asn Phe lie Thr 
850 855 860 

Ala Glu Glu Leu Arg Arg Glu Leu Pro Pro Asp Gin Ala Glu Tyr Cys 
865 870 875 880 

lie Ala Arg Met Ala Pro Tyr Gin Gly Pro Asp Gly Val Arg Gly Ala 
885 890 895 

Leu Asp Tyr Lys Ser Phe Ser Thr Ala Leu Tyr Gly Glu Ser Asp Leu 
900 905 910 



<210> 9 
<211> 2874 
<212> DNA 
<213> Human 












<400> 9 
cgcggccgcg 


tcgacctacc 


acgcggcgaa 


ccagtcgtac 


cagtacggcc 


ccagcagcgc 


60 


gggcaatggc 


gctggcggcg 


ggggcagcat 


gggcgactac 


atggcccagg 


aggacgactg 


120 


ggaccgggac 


ctgctgctgg 


acccggcctg 


ggagaagcag 


cagcgcaaga 


ccttcacggc 


180 


atggtgcaac 


tcccacctgc 


ggaaggcagg 


cacacagatc 


gagaacattg 


atgaggactt 


240 


ccgagacggg 


ctcaagctca 


tgctgctcct 


ggaggtcata 


tcaggggagc 


ggttacctaa 


300 


gccggagcgg 


gggaagatga 


gagtgcacaa 


aatcaacaat 


gtgaacaaag 


cgctggactt 


360 


tattgccagc 


aaaggcgtca 


agctggtctc 


catcggggca 


gaagagattg 


tggacggcaa 


420 


cgcaaagatg 


accctgggaa 


tgatctggac 


catcatcctt 


aggttcgcca 


tccaggacat 


480 


ctccgtggaa 


gagacctcgg 


ccaaggaagg 


gctccttctc 


tggtgccaga 


gaaagacagc 


540 


cccgtataag 


aacgtcaatg 


tgcagaactt 


ccacatcagc 


tggaaggatg 


gtcttgcctt 


600 


caatgccctg 


atccaccggc 


acagaccaga 


gctgattgag 
Page 


tatgacaagc 
16 


tgaggaagga 


660 



60240 SeqList 10. 14 . 05 . ST25 



y*~ ft "3 f /*■ y~ +• /"i +- y- 

cyacccigic 


accaaccxga 


acaaxgeexx 


y yj yj +- yj yj y 

cgaagxggct 


yi — » yj — i — * -4— <^ y y 

gagaaaxacc 


-f— y y« — | y » +- y y 

xcgacaxccc 




y— -j -j/-i-j-f-/~f/— •*-/-» 
Caagaiycig 


gaxgcagagg 


acaxcgxgaa 


cacggcccgg 


y* y" y~ yi ^ y yj «^ y« *n 

cccgacgaga 


^ yj y« y- y ^ -4— 

aggecaxaax 


/oU 


ydLL LaLtJ i_y 


+-/—/— -f--t-/— 

LCLdyL L LL L 


dLLdLytL L L 


xxcaggagcg 


cagaaggcxg 


— * — ^ -t y-* rt y- y- y-l y— 

aaacxgccgc 




Cddccggdic 


xgxaaggxgc 


xggcxgxcaa 


ccaagagaac 


r% "3 y^t /~ -Ti yr- y-- 4— y*i 

gagcacexga 


yj m — * M yj y ■+- — * 

xggaggacxa 


yuu 


cgagaag c xg 


gccag cgacc 


+- *~ f— -f- g~% g~% *-\ /~* -f— /~i 
xcc xggagxg 


gaxccggcgc 


accaxccccx 


/I /"I y~* y»l y^t — * yri yr> —» 

ggcxggagga 


you 


y** /~ /~i "t - y~i "f- /~i y~ y— 
ccgxgxgccc 


caaaagacxa 


xccaggagax 


gcagcagaag 


y +• yj yj yi yj ^ y -f* 

cxggaggacx 


-f— y y yi y yj *^ y "4— 

xccgcgacxa 


JLUZ U 


#*• /-» v— /t +■ /~i +■ /*t 
ccggcgxgxg 


cacaagccgc 


ecaaggxgea 


ggagaagxgc 


cagexggaga 


-f— y~ «3 "3 y— +- +- y" «^ -* 

xcaacxxcaa 


1UCU 


cacgcxgcag 


accaagcxgc 


gccxcagcaa 


ccggcccgcc 


"l~ y "i yt y y y* 

xxcaxgcccx 


y y- yj *-» m yj y *-» 

ccgagggcaa 


1 1 a n 


gaxggxcxcg 


gacaxcaaca 


axggcxggca 


geaexxggag 


y yj y> y yj — k yj — * 

caggexgaga 


— fc yj yj yj y +- — fc y yj 

agggcxacga 


i inn 


ggagtggctg 


^— -4— « —* -♦— « « 
cxgaaxgaga 


xccgcaggcx 


ggageggexe 


gaccaccxgg 


cagagaagxx 




y y yi yi y yi ~*» yi 

ccggcagaag 


gccxcca xcc 


y y« ^ yj y y^ -4— /™t 

aegaggcexg 


yi — l y yj —\ y yj yj yj 

gaexgaeggg 


aaggaageca 


"tgetgaagea 


1 OTA 


>"-« y» yjj yj ""^ y yi 

ccgggacxac 


gagacggcca 


/■* ■*-* y* -|— n -|— y* yj yf 

cacxaxegga 


y* "I - y~ ^ yj y* y 

caxcaaagcc 


+■ yi — * y yj y 

cxcaxxcgca 


agcacgaggc 


1 3QA 

IjoU 


ctt cgagatg 


cgacctggct 


f-+ y* y y y yj yj 

gcgcaccagg 


^ y y _rt y yj yj _r<t 

accgcgxgga 


gcaga*tcgcc 


gccattgccc 


1 A A C\ 


aggagc icdd 


eg age xggax 


xacxacgacx 


cccacaaxgx 


y~* *3 y~ "~t yr» y— y— 

caacacccgg 


yi y y y« *^ yt 

xgecagaaga 


IjUU 


ic xg igcicca 


gxgggacgcc 


cxcggcxcxc 


xgacacaxag 


xcgcagggaa 


/"l y - y - yr- -4— y-j y-a — % y-^ 

gecexggaga 


IjDU 


dddCdgdydd 


geagexggag 


gecax cgacc 


agcxgcaccx 


yj y* ^ — ^ y y* y y 

ggaaxacgee 


—| y* y yj y yj y yj yj 

aagegegegg 


i on 


y— /— y— y— +- -1— /— — * — » 
CCCCCIICad 


caacxggaxg 


gagagegeca 


xggaggaccx 


y— y— — » y~i — i y" — » -4— /-i 

ccaggacaxg 


-4— -I— y— —» -4— y— y-* -4— y — y— 

xxcaxcgxcc 


IDoU 


"4— y y ^ -|— y yj 

dLdCCdlCgd 


ggagaxtgag 


ggccxgaxcx 


cagcccaxga 


y y- y« +- -4— y» ^ y* 

ccagxxcaag 


y* y ■*-* y» y y yj y 

xccacccxgc 


J./ 4U 


j--*- yj yj —* y- yj y yj 

cggacgccga 


xagggagege 


gagg ccaxcc 


xggccaxcca 


y— — % -» /«• y-i —» yi y— yr» 

caaggaggee 


y» -1 « 1 y^t y"i -» -4— y— 

cagaggaxcg 


10UU 


cxgagagcaa 


ccacaxcaag 


cxgxcgggca 


gcaaccccxa 


/"* /"* yr" —* yr- y~* y-t -f- y~* 

caccaccgxc 


"~t y - y™* yr- y™* y~ — » —4 

accccgcaaa 


XoDU 


-4— y— -4— y— —* y~ -4- /— 

T_caT.Cda.cxc 


caagxgggag 


"3 /f "t~ n ^ ^ n r~ 

aaggxgcagc 


agcxggxgcc 


aaaaegggae 


*^ +- « y— y*^ y^* 4- y" y— 

caxgcccxcc 




tggaggagca 


gagcaagcag 


y —| yj ■+* y y — fc — * y yj 

cagxccaacg 


yj y y y -|— yj y yj 

agcaccxgcg 


y y y* y y yt -#— •+*- y 

ccgccagxxc 


yi y y *^ yt y y* yi y* 

gccagccagg 


iyou 


y* -#— y<4 -|— yi *4— 

ccaaxgxxgx 


ggggccctgg 


axccagacca 


agaxggagga 


y"i "?4 "t" <~* /*t /"* /"I y~ y~l *T* 

gaxegggege 


—* -4— y— +- y— y— — * 4- +- y- 

axexecaxxg 


^U4U 


— 1 yj — 1 +- yj — % —* y *--| yj 

agaxgaacgg 


gaecexggag 


gaecagexga 


yi y" y y y yj 

gccaccxgaa 


yi y yi ^ +-• yt ^ 

gcagxaxgaa 


y yi y ^ y* y **^ -t- y yj 

eg cage ax eg 




tggacLacaa 


gcccaaccxg 


^ y- y yj y -|— yj y| 

gaeexgexgg 


yj y yi y yj y — * 

agcagcagca 


y y yi y y ■#— y 

ccagcxcaxc 


y y* yt -— * y| y* y y y 

caggaggcee 




tcatcttcga 


y* *^ y* y* y- *^ 

caacaagcac 


accaacxaxa 


y» y -f— yi yj ^ yj y — * 

ccaxggagca 


^ ~% +^ y* y yj y^ yi -#- y* 

caxccgcgxg 


yt y_ y +- y« yt yi ^ y>« y» 

ggctgggagc 


TTTA 

zzzu 


agctgctcac 


caccaxxgcc 


y yj y — * y y y ~-> 

cgcaccaxca 


y yj — > yj yj yj yj ^ 

acgaggxgga 


y_ y y *^ yj -^i +- y 

gaaccagaxc 


y y — * y y y> y« y yj 

cxcacccgcg 


ZZi5U 


acgccaaggg 


catcagccag 


gagcagatgc 


aggagttccg 


ggcgtccttc 


aaccacttcg 


2340 


acaaggatca 


tggcggggcg 


ctggggcccg 


aggagttcaa 


ggcctgcctc 


ateagectgg 


2400 


gctacgacgt 


ggagaacgac 


eggcagggtg 


aggecgagtt 


caaccgcatc 


atgagcctgg 


2460 


tcgaccccaa 


ccatagcggc 


cttgtgacct 


tccaagcctt 


catcgacttc 


atgtcgcggg 


2520 
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agaccaccga 


cacggacacg 


gctgaccagg 


tcatcgcttc 


cttcaaggtc 


ttagcagggg 


2580 


acaagaactt 


catcacagct 


gaggagctgc 


ggagagagct 


gccccccgac 


caggccgagt 


2640 


actgcatcgc 


ccgcatggcg 


ccataccagg 


gccctgacgc 


cgtgcccggt 


gccctcgact 


2700 


acaagtcctt 


ctccacggcc 


ttgtatggcg 


agagcgacct 


gtgaggcccc 


agagacctga 


2760 


cccaacaccc 


ccgacggcct 


ccaggagggg 


cctgggcagc 


cccacagtcc 


cattcctcca 


2820 


ctctgtatct 


atgcaaagca 


ctctctgcag 


tcctccgggg 


tggtgggtgg 


ggca 


2874 



<210> 10 

<211> 883 

<212> PRT 

<213> Human 

<400> 10 

Met Gly Asp Tyr Met Ala Gin Glu Asp Asp Trp Asp Arg Asp Leu Leu 
15 10 15 

Leu Asp Pro Ala Trp Glu Lys Gin Gin Arg Lys Thr Phe Thr Ala Trp 
20 25 30 

Cys Asn Ser His Leu Arg Lys Ala Gly Thr Gin lie Glu Asn lie Asp 
35 40 45 

Glu Asp Phe Arg Asp Gly Leu Lys Leu Met Leu Leu Leu Glu val lie 
50 5 5 60 

Ser Gly Glu Arg Leu Pro Lys Pro Glu Arg Gly Lys Met Arg val His 
65 70 75 80 

Lys lie Asn Asn Val Asn Lys Ala Leu Asp Phe lie Ala Ser Lys Gly 
85 90 95 

val Lys Leu val ser lie Gly Ala Glu Glu lie val Asp Gly Asn Ala 
100 105 110 

Lys Met Thr Leu Gly Met lie Trp Thr lie lie Leu Arg Phe Ala lie 
115 120 125 

Gin Asp lie Ser val Glu Glu Thr ser Ala Lys Glu Gly Leu Leu Leu 
130 135 140 

Trp cys Gin Arg Lys Thr Ala Pro Tyr Lys Asn val Asn val Gin Asn 
145 150 155 160 

Phe His lie Ser Trp Lys Asp Gly Leu Ala Phe Asn Ala Leu lie His 
165 170 175 
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Arg His Arg Pro Glu Leu lie Glu Tyr Asp Lys Leu Arg Lys Asp Asp 
180 185 190 

Pro val Thr Asn Leu Asn Asn Ala Phe Glu val Ala Glu Lys Tyr Leu 
195 200 205 

Asp lie Pro Lys Met Leu Asp Ala Glu Asp lie val Asn Thr Ala Arg 
210 215 220 

Pro Asp Glu Lys Ala lie Met Thr Tyr val Ser Ser Phe Tyr His Ala 
225 230 235 240 

Phe Ser Gly Ala Gin Lys Ala Glu Thr Ala Ala Asn Arg lie Cys Lys 
245 250 255 

Val Leu Ala Val Asn Gin Glu Asn Glu His Leu Met Glu Asp Tyr Glu 
260 265 270 

Lys Leu Ala Ser Asp Leu Leu Glu Trp lie Arg Arg Thr lie Pro Trp 
275 280 285 

Leu Glu Asp Arg val Pro Gin Lys Thr lie Gin Glu Met Gin Gin Lys 
290 295 300 

Leu Glu Asp Phe Arg Asp Tyr Arg Arg Val His Lys Pro Pro Lys Val 
305 310 315 320 

Gin Glu Lys Cys Gin Leu Glu lie Asn Phe Asn Thr Leu Gin Thr Lys 
325 330 335 

Leu Arg Leu ser Asn Arg Pro Ala Phe Met Pro ser Glu Asp Lys Met 
340 345 350 

val ser Asp lie Asn Asn Gly Trp Gin His Leu Glu Gin Ala Glu Lys 
355 360 365 

Gly Tyr Glu Glu Trp Leu Leu Asn Glu lie Arg Arg Leu Glu Arg Leu 
370 375 380 

Asp His Leu Ala Glu Lys Phe Arg Gin Lys Ala Ser lie His Glu Trp 
385 390 395 400 

Thr Asp Gly Lys Glu Ala Met Leu Lys His Arg Asp Tyr Glu Thr Ala 
405 410 415 

Thr Leu Ser Asp lie Lys Ala Leu lie Arg Lys His Glu Ala Phe Glu 
420 425 430 
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Ser Asp Leu Ala Ala His Gin Asp Arg val Glu Gin lie Ala Ala lie 
435 440 445 

Ala Gin Glu Leu Asn Glu Leu Asp Tyr Tyr Asp Ser His Asn val Asn 
450 455 460 

Thr Arg Cys Gin Lys lie Cys Asp Gin Trp Asp Ala Leu Gly Ser Leu 
465 470 475 480 

Thr His Ser Arg Arg Glu Ala Leu Glu Lys Thr Glu Lys Gin Leu Glu 
485 490 495 

Ala lie Asp Gin Leu His Leu Glu Tyr Ala Lys Arg Ala Ala Pro Phe 
500 505 510 

Asn Asn Trp Met Glu Ser Ala Met Glu Asp Leu Gin Asp Met Phe lie 
515 520 525 

val His Thr lie Glu Glu lie Glu Gly Leu lie Ser Ala His Asp Gin 
530 535 540 

Phe Lys Ser Thr Leu Pro Asp Ala Asp Arg Glu Arg Glu Ala lie Leu 
545 550 555 560 

Ala lie His Lys Glu Ala Gin Arg lie Ala Glu Ser Asn His lie Lys 
565 570 575 

Leu Ser Gly Ser Asn Pro Tyr Thr Thr val Thr Pro Gin lie lie Asn 
580 585 590 

Ser Lys Trp Glu Lys val Gin Gin Leu val Pro Lys Arg Asp His Ala 
595 600 605 

Leu Leu Glu Glu Gin ser Lys Gin Gin Ser Asn Glu His Leu Arg Arg 
610 615 620 

Gin Phe Ala Ser Gin Ala Asn val val Gly Pro Trp lie Gin Thr Lys 
625 630 635 640 

Met Glu Glu lie Gly Arg lie Ser lie Glu Met Asn Gly Thr Leu Glu 
645 650 655 

Asp Gin Leu Ser His Leu Lys Gin Tyr Glu Arg Ser lie Val Asp Tyr 
660 665 670 



Lys Pro Asn Leu Asp Leu 



Leu Glu Gin Gin His Gin 
page 20 



Leu lie Gin Glu 



60240 SeqList 10. 14.05 . ST25 
675 680 685 

Ala Leu lie Phe Asp Asn Lys His Thr Asn Tyr Thr Met Glu His lie 
690 695 700 

Arg val Gly Trp Glu Gin Leu Leu Thr Thr lie Ala Arg Thr lie Asn 
705 710 715 720 

Glu Val Glu Asn Gin lie Leu Thr Arg Asp Ala Lys Gly lie ser Gin 
725 730 735 

Glu Gin Met Gin Glu Phe Arg Ala ser Phe Asn His Phe Asp Lys Asp 
740 745 750 

His Gly Gly Ala Leu Gly Pro Glu Glu Phe Lys Ala Cys Leu lie ser 
755 760 765 

Leu Gly Tyr Asp val Glu Asn Asp Arg Gin Gly Glu Ala Glu Phe Asn 
770 775 780 

Arg lie Met ser Leu val Asp Pro Asn His Ser Gly Leu val Thr Phe 
785 790 795 800 

Gin Ala Phe lie Asp Phe Met ser Arg Glu Thr Thr Asp Thr Asp Thr 
805 810 815 

Ala Asp Gin val lie Ala ser Phe Lys val Leu Ala Gly Asp Lys Asn 
820 825 830 

Phe lie Thr Ala Glu Glu Leu Arg Arg Glu Leu Pro Pro Asp Gin Ala 
835 840 845 

Glu Tyr Cys lie Ala Arg Met Ala Pro Tyr Gin Gly Pro Asp Ala Val 
850 855 860 

Pro Gly Ala Leu Asp Tyr Lys Ser Phe Ser Thr Ala Leu Tyr Gly Glu 
865 870 875 880 

Ser Asp Leu 



<210> 11 

<211> 1828 

<212> DNA, 

<213> Human 

<400> 11 

caggtctgtt ctcagagcga tgggccgcag agactgatct gccgccatga ttggaggctt 
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attcatctat 


aatcacaagg 


gggaggtgct 


catctcccga 


gtctaccgag 


atgacatcgg 


120 


gaggaacgca 


gtggatgcct 


ttcgggtcaa 


tgttatccat 


gcccggcagc 


aggtgcgcag 


180 


ccccgtcacc 


aacattgctc 


gcaccagctt 


cttccacgtt 


aagcggtcca 


acatttggct 


240 


ggcagcagtc 


accaagcaga 


atgtcaacgc 


tgccatggtc 


ttcgaattcc 


tctataagat 


300 


gtgtgacgtg 


atggccgctt 


actttggcaa 


gatcagcgag 


gaaaacatca 


agaacaattt 


360 


tttgctcata 


tatgagctgc 


tggatgagat 


tctagacttt 


ggctacccac 


agaattccga 


420 


gacaggcgcg 


ctgaaaacct 


tcatcacgca 


gcagggcatc 


aagagtcagc 


atcagacaaa 


480 


agaagagcag 


tcacagatca 


ccagccaggt 


aactgggcag 


attggctggc 


ggcgagaggg 


540 


catcaagtat 


cgtcggaatg 


agctcttcct 


ggatgtgctg 


gagagtgtga 


acctgctcat 


600 


gtccccacaa 


gggcaggtgc 


tgagtgccca 


tgtgtcgggc 


cgggtggtga 


tgaagagcta 


660 


cctgagtggc 


atgcctgaat 


gcaagtttgg 


gatgaatgac 


aagattgtta 


ttgaaaagca 


720 


gggcaaaggc 


acagctgatg 


aaacaagcaa 


gagcgggaag 


caatcaattg 


ccattgatga 


780 


ctgcaccttc 


caccagtgtg 


tgcgactcag 


caagtttgac 


tctgaacgca 


gcatcagctt 


840 


tatcccgcca 


gatggagagt 


ttgagcttat 


gaggtatcgc 


acaaccaagg 


acatcatcct 


900 


tcccttccgg 


gtgatcccgc 


tagtgcgaga 


agtgggacgc 


accaaactgg 


aggtcaaggt 


960 


ggtcatcaag 


tccaacttta 


aaccctcact 


gctggctcag 


aagattgagg 


tgaggatccc 


1020 


aaccccactg 


aacacaagcg 


gggtgcaggt 


gatctgcatg 


aaggggaagg 


ccaagtacaa 


1080 


aaccccactg 


aacacaagcg 


gggtgcaggt 


gatctgcatg 


aaggggaagg 


ccaagtacaa 


1140 


gatcagcgca 


gagattgagc 


ttctgcctac 


caacgacaag 


aagaaatggg 


ctcgaccccc 


1200 


catttccatg 


aactttgagg 


tgccattcgc 


gccctctggc 


ctcaaggtgc 


gctacttgaa 


1260 


ggtgtttgaa 


ccgaagctga 


actacagcga 


ccatgatgtc 


atcaaatggg 


tgcgctacat 


1320 


tggccgcagt 


ggcatttatg 


aaactcgctg 


ctagctgcca 


ctaggcagct 


agcccacctc 


1380 


cccagccacc 


ctcctccaca 


ggtccaggtg 


ccgctccctc 


ccccaccaca 


catcagtgtc 


1440 


tcctccctcc 


tgctttgctg 


ccttcccttt 


gcaccagccc 


gagtctaggt 


ctgggccaag 


1500 


cacattacaa 


gtgggaccgg 


tggagcagcc 


cctgggctcc 


ctgggcaggg 


gagttctgag 


1560 


gctcctgctc 


tcccatccac 


ctgtctgtcc 


tggcctaatg 


ccaggctctg 


agttctgtga 


1620 


ccaaagccag 


gtgggttccc 


tttccttccc 


acccctgtgg 


ccacagctct 


ggagtgggag 


1680 


ggttggttgc 


ccctcacctc 


agagctcccc 


caaaggccag 


taatggatcc 


ccggcctcag 


1740 


tccctactct 


gctttgggat 


agtgtgagct 


tcattttgta 


cacgtgttgc 


ttcgtccagt 


1800 


tacaaaccca 


ataaactctg 


tagagtgg 








1828 



<210> 12 
<211> 435 
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<400> 12 

Met lie Gly Gly Leu Phe lie Tyr Asn His Lys Gly Glu val Leu lie 
15 10 15 

Ser Arg val Tyr Arg Asp Asp lie Gly Arg Asn Ala Val Asp Ala Phe 
20 25 30 

Arg val Asn val lie His Ala Arg Gin Gin val Arg ser Pro Val Thr 
35 40 45 

Asn lie Ala Arg Thr Ser Phe Phe His Val Lys Arg Ser Asn lie Trp 
50 55 60 

Leu Ala Ala val Thr Lys Gin Asn Val Asn Ala Ala Met val Phe Glu 
65 70 75 80 

Phe Leu Tyr Lys Met Cys Asp val Met Ala Ala Tyr Phe Gly Lys lie 
85 90 95 

Ser Glu Glu Asn lie Lys Asn Asn Phe Leu Leu lie Tyr Glu Leu Leu 
100 105 110 

Asp Glu lie Leu Asp Phe Gly Tyr Pro Gin Asn Ser Glu Thr Gly Ala 
115 120 125 

Leu Lys Thr Phe lie Thr Gin Gin Gly lie Lys Ser Gin His Gin Thr 
130 135 140 

Lys Glu Glu Gin Ser Gin lie Thr Ser Gin val Thr Gly Gin lie Gly 
145 150 155 160 

Trp Arg Arg Glu Gly lie Lys Tyr Arg Arg Asn Glu Leu Phe Leu Asp 
165 170 175 

val Leu Glu ser val Asn Leu Leu Met ser Pro Gin Gly Gin val Leu 
180 185 190 

Ser Ala His Val Ser Gly Arg Val Val Met Lys Ser Tyr Leu Ser Gly 
195 200 205 

Met Pro Glu Cys Lys Phe Gly Met Asn Asp Lys lie val lie Glu Lys 
210 215 220 

Gin Gly Lys Gly Thr Ala Asp Glu Thr ser Lys ser Gly Lys Gin ser 
225 230 235 240 
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lie Ala lie Asp Asp Cys Thr Phe His Gin Cys val Arg Leu ser Lys 
245 250 255 

Phe Asp Ser Glu Arg Ser He Ser Phe lie Pro Pro Asp Gly Glu Phe 
260 265 270 

Glu Leu Met Arg Tyr Arg Thr Thr Lys Asp lie lie Leu Pro Phe Arg 
275 280 285 

Val lie Pro Leu Val Arg Glu val Gly Arg Thr Lys Leu Glu val Lys 
290 295 300 

val Val lie Lys Ser Asn Phe Lys Pro Ser Leu Leu Ala Gin Lys lie 
305 310 315 320 

Glu val Arg lie Pro Thr Pro Leu Asn Thr Ser Gly val Gin val lie 
325 330 335 

Cys Met Lys Gly Lys Ala Lys Tyr Lys Ala Ser Glu Asn Ala lie Val 
340 345 350 

Trp Lys lie Lys Arg Met Ala Gly Met Lys Glu Ser Gin lie Ser Ala 
355 360 365 

Glu lie Glu Leu Leu Pro Thr Asn Asp Lys Lys Lys Trp Ala Arg Pro 
370 375 380 

Pro lie Ser Met Asn Phe Glu val Pro Phe Ala Pro Ser Gly Leu Lys 
385 390 395 400 

val Arg Tyr Leu Lys val Phe Glu Pro Lys Leu Asn Tyr ser Asp His 
405 410 415 

Asp val lie Lys Trp Val Arg Tyr lie Gly Arg Ser Gly lie Tyr Glu 
420 425 430 

Thr Arg Cys 
435 

<210> 13 

<211> 1764 

<212> DNA 

<213> Human 

<400> 13 

cacggggagg cggaggcagc ggcggcggcg gcggcggcgg cggcggcggc ggagcagatc 

ttctggtgac cccacttctc gctgctcatg ccgctgggac tggggcgccg gaaaaaggcg 
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LLLtL LL. Lay 


■t~/*n~iaaaa't"na 
Lyydddd cyd 


y y dy y e Ly dy 


ccdyyccycy 


gagggceggg 


c gegggggag 


1 en 

J.C5U 


ccdyyycc l l 


egggeggagg 


egggcegggg 


/~i c~\ t~ c~ t~ r~ r~ zx a a 

yy cccccddd 


xgggccLgee 


cccclclccc 


9 AO 
Z^f u 


r~ f~ t~\ f~ f~ t~ ~\~ r~\ t~ 

LLdyLLL Cy C 


c\ c\ f~ /~ t~ /~ r\ c f~ ~yr 

yycLccycc l 


Ly Ly L LCCdC 


a f~ f~ t~ zx r\ (~ r~\ n 

dcccdyccyy 


ccc a egg eag 


ecccaceggc 


3nn 


/™ rt /~ '"i ~f- g~ r°% t\ *~t rt 

cyCa c eg agg 


yy I LLdLLdd 


cyLCddyydy 


cig cdcggcd 


agaeegcega 


ggcceeccgc 


jDU 


t~ -\- r\ f~ t~ a / — t~n 
(_ LyLLaaL Ly 


ccydyy iyd l 


y L L L LyCdLL 


CLyddCdCCC 


a^~a aantn/ia 

dCdddy Lyyd 


ra1*nnara an 

cd Lyydcddy 




c ice eggggg 


n /~ /~ a a a "t~ /Tin 

ytLddd Lcyy 


yc LyydyydL. 


L LLdLLL Lv_y 


cecdcyeydd 


ggggcagege 




da.yyd.yy cyy 


dyy i_y l LLaa 


y LcyydyydL 


yLdLLLyyyt 


LCdCCdLedC 


yydLddLyyy 




t~\ /~ ~\- ry r~\ c~ \~ a f~ /~i 

yccyycLacy 


/~/~"l - +"/~a"i~/~aa 


ycycdLLddy 


gagggcagcg 


LydLCydCCd 


CdLCCdCC LC 


DUU 


dccdycy egg 


ycydcd Ly d l 


cydyycLd l l 


ddcy y y cdy d 


/-l /- /— -f- /-I /- -f- /-| /-j *-| 

yeeLyeLyyy 


cegccyycdc 


DDU 


•t - a a a "t~ /"i /*i 

idcyddy egg 


f /~ f~ r~\ r~\ t~ "t~ f~ *t~ 

cccyyL eye l 


LddyyddLLy 


ccccydyycc 


ycdcceLCde 


yceyddycLC 


/ ZU 


dCyyayLCLL 


ycaayycL l l 


CydLd Ly d LC 


dyecdyey l l 


cagegggegg 


ccyccc Lyyc 


/ OU 


c ccggcccac 


aacegggcac 


eggecgaggg 


acc cgcggcx 


ccgaecccgg 


ggccccgcca 


RAH 


cyycyydyyd 


LL LyCLL LL L 


nrrtttnaan 
yLL L L Lyddy 


anaannrrat 

dyddyyccdL 


Lydyddyy Ly 


yd LydLL eye 




■t-/*ina/"ia/"i^^a 

eggagageca 


cd cyyy Ld lc 


a n /-i^ a f a f~ r\c\ 

dyyydcdcyy 


age eggegge 


cdeedLyyLy 


gagcegggaa 


you 


anna/*~aaaaM 
dyydLddddy 


n a a rrrnnat 
yddLLLyyd L 


yay l Ly y LLy 


ayyLLL Lyya 


r~naa/~nn^~1~n 
eyddeyye Ly 


yy LydL l l Ly 


1 n?n 


ccx tccccya 


cydyLLcy ll 


L L LydCy LC L 


yyyycyccdL 


Lyyyydeyee 


ddyyecyyce 




gccaccagga 


ccgcccccgg 


dcccLycydL 


gacgacccgg 


gcgcaacceg 


-f- /~i /~t fy n f f f 


1 1 Ad 


ccd.gcd.gggd 


/— -3 /— -t- /-i -j /— /-I ■+- #— 

CaCtgdCy LC 


anna t~ f~ t~ f~i a n 

dyydcccydy 


t~ r~ ~\~ t~ t~ ix zx r~\ f~ r~ 
CCLCCddyCC 


LydyecLdye 


ecdy cdy ccc 


1 ?nn 


aaggacgacg 


gcgaggggag 


gcggggccag 


yccccc Lycc 


eeye LeeddL 


cyy Ldccdec 


-LZOU 


ccc tccc egg 


iicccagici 


ggccggggcc 


i~ t~ t~ t~\ e~\ t~ t~ t~ f~ {- 

cccggccccc 


c eg eg ccc eg 


eeccccaccc 


ljtU 


tdCCCCdgCI 


/-| /~l /~| /-| +~ /— "3 /~1 /~1 /"" 


dcdyyyddyy 


ggdgggdcca 


/^/~/~a a a "t~ "t~ "t~ n 

gecaadeeeg 


ggcggccacc 


1 3sn 

IjOU 


t~ r~ r~ r~i r~ r~ ~t~ f~ f~ ^ 

cccyccccca 


f~ f~ ~Z /- ■ -1 1 — |- /— /- -J 

LLdL L L LLLd 


CCdLCdyC Ly 


rraaartnnt 

LLaddL eyy l 


CCC LC Ly LCL 


lll Lyyyycc 




ccgggccccy 


l l cyyyyy ll. 


dLydLL L LLL 


tantttrrtn 
Ldy l l Lee Ly 


dLyLdyyydd 


LdLdyyyydy 


lJUU 


agggttgtcc 


ttccccccag 


caaatgeaat 


aatgccctca 


cccctcctga 


gaggagcccc 


1560 


ctccctgtgg 


agcctgttac 


ctccgcattt 


gacacgagtt 


gctgtgaacc 


ccgcaacctc 


1620 


ctccccacct 


cccatctctc 


cttccaggcc 


catccctggc 


ccagagcagg 


agggagggag 


1680 


ggacgatggc 


ggtgggtttt 


tgtatctgaa 


tttgctgtct 


tgaacataaa 


gaatctatct 


1740 


gctgttaaaa 


aaaaaaaaaa 


aaaa 








1764 



<210> 14 

<211> 333 

<212> PRT 

<213> Human 
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<400> 14 

Met Pro Leu Gly Leu Gly Arg Arg Lys Lys Ala Pro Pro Leu Val Glu 
15 10 15 

Asn Glu Glu Ala Glu Pro Gly Arg Gly Gly Leu Gly val Gly Glu Pro 
20 25 30 

Gly Pro Leu Gly Gly Gly Gly Ser Gly Gly Pro Gin Met Gly Leu Pro 
35 40 45 

Pro Pro Pro Pro Ala Leu Arg Pro Arg Leu Val Phe His Thr Gin Leu 
50 55 60 

Ala His Gly ser Pro Thr Gly Arg lie Glu Gly Phe Thr Asn val Lys 
65 70 75 80 

Glu Leu Tyr Gly Lys lie Ala Glu Ala Phe Arg Leu Pro Thr Ala Glu 
85 90 95 

val Met Phe Cys Thr Leu Asn Thr His Lys Val Asp Met Asp Lys Leu 
100 105 110 

Leu Gly Gly Gin lie Gly Leu Glu Asp Phe lie Phe Ala His Val Lys 
115 120 125 

Gly Gin Arg Lys Glu val Glu val Phe Lys Ser Glu Asp Ala Leu Gly 
130 135 140 

Leu Thr lie Thr Asp Asn Gly Ala Gly Tyr Ala Phe lie Lys Arg lie 
145 150 155 160 

Lys Glu Gly Ser val lie Asp His lie His Leu lie Ser val Gly Asp 
165 170 175 

Met lie Glu Ala lie Asn Gly Gin ser Leu Leu Gly Cys Arg His Tyr 
180 185 190 

Glu val Ala Arg Leu Leu Lys Glu Leu Pro Arg Gly Arg Thr Phe Thr 
195 200 205 

Leu Lys Leu Thr Glu Pro Arg Lys Ala Phe Asp Met He Ser Gin Arg 
210 215 220 

Ser Ala Gly Gly Arg Pro Gly Ser Gly Pro Gin Leu Gly Thr Gly Arg 
225 230 235 240 

Gly Thr Leu Arg Leu Arg Ser Arg Gly Pro Ala Thr val Glu Asp Leu 
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250 255 



Pro Ser Ala Phe Glu Glu Lys Ala lie Glu Lys val Asp Asp Leu Leu 
260 265 270 



Glu Ser Tyr Met Gly lie Arg Asp Thr Glu Leu Ala Ala Thr Met val 
275 280 285 



Glu Leu Gly Lys Asp Lys Arg Asn Pro Asp Glu Leu Ala Glu Ala Leu 
290 295 300 



Asp Glu Arg Leu Gly Asp Phe Ala Phe Pro Asp Glu Phe Val Phe Asp 
305 310 315 320 



val Trp Gly Ala lie Gly Asp Ala Lys Val Gly Arg Tyr 
325 330 



<210> 15 

<211> 1318 

<212> DNA 

<213> Human 



<220> 

<221> mi sc_feature 

<222> (23). .(23) 

<223> where n = unknown 

<220> 

<221> mi sc_f eature 

<222> (42). .(42) 

<223> Where n = unknown 

<220> 

<221> mi sc_feature 

<222> (48). .(48) 

<223> Where n = unknown 

<220> 

<221> mi sc_f eature 

<222> (1105) . . (1105) 

<223> Where n = unknown 

<400> 15 



ggccgcccgg 


cgcccccagc 


agnccgagcc 


ggggcgcaca 


gncggggngc 


agaccgcgcc 


60 


ccccgccgcg 


attgacatga 


tgtttccaca 


aagcaggcat 


tcgggctcct 


cgcacctacc 


120 


ccagcaactc 


aaattcacca 


cctcggactc 


ctgcgaccgc 


atcaaagacg 


aatttcagct 


180 


actgcaagct 


cagtaccaca 


gcctcaagct 


cgaatgtgac 


aagttggcca 


gtgagaagtc 


240 


agagatgcag 


cgtcactatg 


tgatgtacta 


cgagatgtcc 


tacggcttga 


acatcgagat 


300 


gcacaaacag 


gctgagatcg 


tcaaaaggct 


gaacgggatt 


tgtgcccagg 


tcctgcccta 


360 


cctctcccaa 


gagcaccagc 


agcaggtctt 


gggagccatt 
Page 


gagagggcca 
27 


agcaggtcac 


420 
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cgctcccgag ctgaactcta tcatccgaca gcagctccaa gcccaccagc tgtcccagct 480 

gcaggccctg gccctgccct tgaccccact acccgtgggg ctgcagccgc cttcgctgcc 540 

ggcggtcagc gcaggcaccg gcctcctctc gctgtccgcg ctgggttccc agggcccacc 600 

tctccaagga agacaagaac gggcacgatg gtgacaccca ccaggaggat gatggcgaga 660 

agtcggatta gcagggggcc gggacgggga ggttgggagg ggggacagag gggagacaga 720 

ggcacggaga gaaaggaatg tttagcacaa gacacagcgg agctcgggat gggctaaact 780 

cccatagtat ttatggtggc cgccggcggg ggccccagcc cagcttgcag gccacctcta 840 

gctttcttcc ctaccccatt cccggcttcc ctcctcctcc ctgcagcctg gttaggtgga 900 

tacctgccct gacatgtgag gcaagctaag gcctggaggg acagctggga gaccaggtcc 960 

caagggagca agacctcgcg aagcgcagca gacccggccc tttccccgtt ttaggcatgt 1020 

gtaaccgaca gtctgcctgg gccacagccc tctcaacctg gtactgcatg cacgcaatgc 1080 

tagctgcccc tttcccgtcc tgggnacccc gagtctcccc cgaccccggg tcccaggtat 1140 

gctcccacct ccacctgccc cactcaccac ctctgctagt tccagacacc tccacgccca 1200 

cctggtcctc tcctaccgca cacaaaaggg ggggaacgag ggacgagctt agctgagctg 1260 

ggaggagcag ggtgagggtg ggcgacccag gattccccct ccccttccca aataaccc 1318 

<210> 16 
<211> 196 
<212> PRT 
<213> Human 

<400> 16 

Met Phe Pro Gin ser Arg His Ser Gly ser ser His Leu Pro Gin Gin 



Leu Lys Phe Thr Thr Ser Asp Ser Cys Asp Arg lie Lys Asp Glu Phe 
20 25 30 

Gin Leu Leu Gin Ala Gin Tyr His Ser Leu Lys Leu Glu Cys Asp Lys 
35 40 45 

Leu Ala Ser Glu Lys Ser Glu Met Gin Arg His Tyr Val Met Tyr Tyr 
50 5 5 60 

Glu Met Ser Tyr Gly Leu Asn lie Glu Met His Lys Gin Ala Glu lie 
65 70 75 80 

Val Lys Arg Leu Asn Gly lie Cys Ala Gin Val Leu Pro Tyr Leu Ser 
85 90 95 
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Gin Glu His Gin Gin Gin Val Leu Gly Ala lie Glu Arg Ala Lys Gin 
100 105 110 



val Thr Ala Pro Glu Leu Asn ser lie lie Arg Gin Gin Leu Gin Ala 
115 120 125 



His Gin Leu Ser Gin Leu Gin Ala Leu Ala Leu Pro Leu Thr Pro Leu 
130 13 5 140 



Pro val Gly Leu Gin Pro Pro ser Leu Pro Ala val ser Ala Gly Thr 
145 150 155 160 



Gly Leu Leu Ser Leu Ser Ala Leu Gly ser Gin Ala His Leu ser Lys 
165 170 175 



Glu Asp Lys Asn Gly His Asp Gly Asp Thr His Gin Glu Asp Asp Gly 
180 185 190 



Glu Lys Ser Asp 
195 



<210> 17 

<211> 1324 

<212> DNA 

<213> Human 



<220> 

<221> mi sc_f eature 

<222> (23). .(23) 

<223> Where n = unknown 

<220> 

<221> mi sc_f eature 

<222> (42). .(42) 

<223> Where n = unknown 

<400> 17 

ggccgcccgg cgcccccagc agnccgagcc ggggcgcaca gncggggcgc agcccgcgcc 60 

ccccgccgcg attgacatga tgtttccaca aagcaggcat tcgggctcct cgcacctacc 120 

ccagcaactc aaattcacca cctcggactc ctgcgaccgc atcaaagacg aatttcagct 180 

actgcaagct cagtaccaca gcctcaagct cgaatgtgac aagttggcca gtgagaagtc 240 

agagatgcag cgtcactatg tgatgtacta cgagatgtcc tacggcttga acatcgagat 300 

gcacaaacag gctgagatcg tcaaaaggct gaacgggatt tgtgcccagg tcctgcccta 360 

cctctcccaa gagcaccagc agcaggtctt gggagccatt gagagggcca agcaggtcac 420 

cgctcccgag ctgaactcta tcatccgaca gcagctccaa gcccaccagc tgtcccagct 480 

gcaggccctg gccctgccct tgaccccact acccgtgggg ctgcagccgc cttcgctgcc 540 
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ggcggtcagc 


gcaggcaccg 


gcctcctctc 


gctgtccgcg 


ctgggttccc 


aggcccacct 


600 


ctccaaggaa 


gacaagaacg 


ggcacgatgg 


tgacacccac 


caggaggatg 


atggcgagaa 


660 


gtcggattag 


cagggggccg 


ggacagggag 


gttgggaggg 


gggacagagg 


ggagacagag 


720 


gcacggagag 


aaaggaatgt 


ttagcacaag 


acacagcgga 


gctcgggatt 


ggctaatctc 


780 


ccatagtatt 


tatggtggcg 


ccggcggggc 


cccagcccag 


cttgcaggcc 


acctctagct 


840 


ttcttcctac 


cccattccgg 


cttccctcct 


cctcccctgc 


agcctggtta 


ggtggatacc 


900 


tgccctgaca 


tgtgaggcaa 


gctaaggcct 


ggagggtcag 


atgggagacc 


aggtcccaag 


960 


ggagcaagac 


ctgcgaagcg 


cagcagcccc 


ggcccttccc 


ccgttttgaa 


catgtgtaac 


1020 


cgacagtctg 


ccctgggcca 


cagccctctc 


accctggtac 


tgcatgcacg 


caatgctagc 


1080 


tgcccctttc 


ccgtcctggg 


caccccgagt 


ctcccccgac 


cccgggtccc 


aggtatgctc 


1140 


ccacctccac 


ctgccccact 


caccacctct 


gctagttcca 


gacacctcca 


cgcccacctg 


1200 


gtcctctccc 


atcgcccaca 


aaaggggggg 


cacgagggac 


gagcttagct 


gagctgggag 


1260 


gagcagggtg 


agggtgggcg 


acccaggatt 


ccccctcccc 


ttcccaaata 


aagatgaggg 


1320 


tact 












1324 



<210> 18 

<211> 197 

<212> PRT 

<213> Human 

<400> 18 

Met Met Phe Pro Gin Ser Arg His Ser Gly Ser Ser His Leu Pro Gin 
15 10 15 

Gin Leu Lys Phe Thr Thr ser Asp ser cys Asp Arg lie Lys Asp Glu 
20 25 30 

Phe Gin Leu Leu Gin Ala Gin Tyr His ser Leu Lys Leu Glu cys Asp 
35 40 45 

Lys Leu Ala ser Glu Lys ser Glu Met Gin Arg His Tyr val Met Tyr 
50 5 5 60 

Tyr Glu Met ser Tyr Gly Leu Asn lie Glu Met His Lys Gin Ala Glu 
65 70 75 80 

lie val Lys Arg Leu Asn Gly lie Cys Ala Gin Val Leu Pro Tyr Leu 
85 90 95 

ser Gin Glu His Gin Gin Gin Val Leu Gly Ala lie Glu Arg Ala Lys 
100 105 110 
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Gin Val Thr Ala Pro Glu Leu Asn Ser lie lie Arg Gin Gin Leu Gin 
115 120 125 

Ala His Gin Leu Ser Gin Leu Gin Ala Leu Ala Leu Pro Leu Thr Pro 
130 13 5 140 

Leu Pro val Gly Leu Gin Pro Pro ser Leu Pro Ala val Ser Ala Gly 
145 150 155 160 

Thr Gly Leu Leu ser Leu Ser Ala Leu Gly ser Gin Ala His Leu ser 
165 170 175 

Lys Glu Asp Lys Asn Gly His Asp Gly Asp Thr His Gin Glu Asp Asp 



Gly Glu Lys Ser Asp 
195 

<210> 19 
<211> 1809 
<212> DNA 
<213> Human 

<400> 19 

cctgctccaa ggtccagaga gctttctggt ctttgcagca ggcctgccgc cttcatgtcc 60 

actctcctca tcaatcagcc ccagtatgcg tggctgaaag agctggggct ccgcgaggaa 120 

aacgagggcg tgtataatgg aagctgggga ggccggggag aggttattac gacctattgc 180 

cccgctaaca acgagccaat agcaagagtc cgacaggcca gtgtggcaga ctatgaagaa 240 

actgtaaaga aagcaagaga agcatggaaa atctgggcag atattcctgc tccaaaacga 300 

ggagaaatag taagacagat tggcgatgcc ttgcgggaga agatccaagt actaggaagc 360 

ttggtgtctt tggagatggg gaaaatctta gtggaaggtg tgggtgaagt tcaggagtat 420 

gtggatatct gtgactatgc tgttggttta tcaaggatga ttggaggacc tatcttgcct 480 

tctgaaagat ctggccatgc actgattgag cagtggaatc ccgtaggcct ggttggaatc 540 

atcacggcat tcaatttccc tgtggcagtg tatggttgga acaacgccat cgccatgatc 600 

tgtggaaatg tctgcctctg gaaaggagct ccaaccactt ccctcattag tgtggctgtc 660 

acaaagataa tagccaaggt tctggaggac aacaagctgc ctggtgcaat ttgttccttg 720 

acttgtggtg gagcagatat tggcacagca atggccaaag atgaacgagt gaacctgctg 780 

tccttcactg ggagcactca ggtgggaaaa caggtgggcc tgatggtgca ggagaggttt 840 

gggagaagtc tgttggaact tggaggaaac aatgccatta ttgcctttga agatgcagac 900 

ctcagcttag ttgttccatc agctctcttc gctgctgtgg gaacagctgg ccagaggtgt 960 
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accactgcga 


ggcgactgtt 


tatacatgaa 


agcatccatg 


atgaggttgt 


aaacagactt 


1020 


aaaaaggcct 


atgcacagat 


ccgagttggg 


aacccatggg 


accctaatgt 


tctctatggg 


1080 


ccactccaca 


ccaagcaggc 


agtgagcatg 


tttcttggag 


cagtggaaga 


agcaaagaaa 


1140 


gaaggtggca 


cagtggtcta 


tgggggcaag 


gttatggatc 


gccctggaaa 


ttatgtagaa 


1200 


ccgacaattg 


tgacaggtct 


tggccacgat 


gcgtccattg 


cacacacaga 


gactttcgct 


1260 


ccgattctct 


atgtctttaa 


attcaagaat 


gaagaagagg 


tctttgcatg 


gaataatgaa 


1320 


gtaaaacagg 


gactttcaag 


tagcatcttt 


accaaagatc 


tgggcagaat 


ctttcgctgg 


1380 


cttggaccta 


aaggatcaga 


ctgtggcatt 


gtaaatgtca 


acattccaac 


aagtggggct 


1440 


gagattggag 


gtgcctttgg 


aggagaaaag 


cacactggtg 


gtggcaggga 


gtctggcagt 


1500 


gatgcctgga 


aacagtacat 


gagaaggtct 


acttgtacta 


tcaactacag 


taaagacctt 


1560 


cctctggccc 


aaggaatcaa 


gtttcagtaa 


aggtgtttta 


gatgaacatc 


ccttaatttg 


1620 


aggtgttcca 


gcagctgttt 


ttggagaaga 


caaagaagat 


taaagttttc 


cctgaataaa 


1680 


tgcattatta 


tgactgtgac 


agtgactaat 


ccccctatga 


ccccaaagcc 


ctgattaaat 


1740 


caagagattc 


cttttttaaa 


aatcaaaata 


aaattgttac 


aacatagcca 


tagttactaa 


1800 


aaaaaaaaa 












1809 



<210> 20 

<211> 511 

<212> PRT 

<213> Human 

<400> 20 

Met Ser Thr Leu Leu lie Asn Gin Pro Gin Tyr Ala Trp Leu Lys Glu 
15 10 15 

Leu Gly Leu Arg Glu Glu Asn Glu Gly val Tyr Asn Gly Ser Trp Gly 
20 25 30 

Gly Arg Gly Glu val lie Thr Thr Tyr cys Pro Ala Asn Asn Glu Pro 
35 40 45 

lie Ala Arg val Arg Gin Ala Ser Val Ala Asp Tyr Glu Glu Thr Val 
50 55 60 

Lys Lys Ala Arg Glu Ala Trp Lys lie Trp Ala Asp lie Pro Ala Pro 
65 70 75 80 

Lys Arg Gly Glu lie Val Arg Gin lie Gly Asp Ala Leu Arg Glu Lys 
85 90 95 

lie Gin Val Leu Gly Ser Leu val Ser Leu Glu Met Gly Lys lie Leu 
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100 105 110 

val Glu Gly val Gly Glu Val Gin Glu Tyr val Asp lie Cys Asp Tyr 
115 120 125 

Ala val Gly Leu Ser Arg Met lie Gly Gly Pro lie Leu Pro Ser Glu 
130 135 140 

Arg Ser Gly His Ala Leu lie Glu Gin Trp Asn Pro val Gly Leu val 
145 150 155 160 

Gly lie lie Thr Ala Phe Asn Phe Pro Val Ala val Tyr Gly Trp Asn 
165 170 175 

Asn Ala lie Ala Met lie Cys Gly Asn Val Cys Leu Trp Lys Gly Ala 
180 185 190 

Pro Thr Thr Ser Leu lie Ser val Ala Val Thr Lys lie lie Ala Lys 
195 200 205 

val Leu Glu Asp Asn Lys Leu Pro Gly Ala lie Cys Ser Leu Thr Cys 
210 215 220 

Gly Gly Ala Asp lie Gly Thr Ala Met Ala Lys Asp Glu Arg val Asn 
225 230 235 240 

Leu Leu Ser Phe Thr Gly Ser Thr Gin val Gly Lys Gin val Gly Leu 
245 250 255 

Met val Gin Glu Arg Phe Gly Arg Ser Leu Leu Glu Leu Gly Gly Asn 
260 265 270 

Asn Ala lie lie Ala Phe Glu Asp Ala Asp Leu ser Leu val val Pro 
275 280 285 

Ser Ala Leu Phe Ala Ala val Gly Thr Ala Gly Gin Arg Cys Thr Thr 
290 295 300 

Ala Arg Arg Leu Phe lie His Glu Ser lie His Asp Glu val val Asn 
305 310 315 320 

Arg Leu Lys Lys Ala Tyr Ala Gin lie Arg val Gly Asn Pro Trp Asp 
325 330 335 

Pro Asn Val Leu Tyr Gly Pro Leu His Thr Lys Gin Ala val Ser Met 
340 345 350 
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Phe Leu Gly Ala val Glu Glu Ala Lys Lys Glu Gly Gly Thr val val 
355 360 365 

Tyr Gly Gly Lys val Met Asp Arg Pro Gly Asn Tyr val Glu Pro Thr 
370 375 380 

lie val Thr Gly Leu Gly His Asp Ala ser lie Ala His Thr Glu Thr 
385 390 395 400 

Phe Ala Pro lie Leu Tyr val Phe Lys Phe Lys Asn Glu Glu Glu val 
405 410 415 

Phe Ala Trp Asn Asn Glu val Lys Gin Gly Leu Ser Ser Ser lie Phe 
420 425 430 

Thr Lys Asp Leu Gly Arg lie Phe Arg Trp Leu Gly Pro Lys Gly Ser 
435 440 445 

Asp Cys Gly lie Val Asn val Asn lie Pro Thr Ser Gly Ala Glu lie 
450 455 460 

Gly Gly Ala Phe Gly Gly Glu Lys His Thr Gly Gly Gly Arg Glu Ser 
465 470 475 480 

Gly Ser Asp Ala Trp Lys Gin Tyr Met Arg Arg Ser Thr Cys Thr lie 
485 490 495 

Asn Tyr Ser Lys Asp Leu Pro Leu Ala Gin Gly lie Lys Phe Gin 
500 505 510 



<210> 21 
<211> 1428 
<212> DNA 
<213> Human 












<400> 21 
ggcacgaggg 


agcccagagc 


cggttcggcg 


cgtcgactgc 


ccagagtccg 


cggccggggc 


60 


gcgggaggag 


ccaagccgcc 


atggcctacc 


acagcttcct 


ggtggagccc 


atcagctgcc 


120 


acgcctggaa 


caaggaccgc 


acccagattg 


ccatctgccc 


caacaaccat 


gaggtgcata 


180 


tctatgaaaa 


gagcggtgcc 


aaatggacca 


aggtgcacga 


gctcaaggag 


cacaacgggc 


240 


aggtgacagg 


catcgactgg 


gcccccgaga 


gtaaccgtat 


tgtgacctgc 


ggcacagacc 


300 


gcaacgccta 


cgtgtggacg 


ctgaagggcc 


gcacatggaa 


gcccacgctg 


gtcatcctgc 


360 


ggatcaaccg 


ggctgcccgc 


tgcgtgcgct 


gggcccccaa 


cgagaacaag 


tttgctgtgg 


420 


gcagcggctc 


tcgtgtgatc 


tccatctgtt 


atttcgagca 


ggagaatgac 


tggtgggttt 


480 


gcaagcacat 


caagaagccc 


atccgctcca 


ccgtcctcag 
Page 


cctggactgg 
34 


caccccaaca 


540 
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atgtgctgct ggctgccggc tcctgtgact tcaagtgtcg gatcttttca gcctacatca 600 

aggaggtgga ggaacggccg gcacccaccc cgtggggctc caagatgccc tttggggaac 660 

tgatgttcga atccagcagt agctgcggct gggtacatgg cgtctgtttc tcagccagcg 720 

ggagccgcgt ggcctgggta agccacgaca gcaccgtctg cctggctgat gccgaccaga 780 

agatggccgt cgcgactctg gcctctgaaa cactaccact gctggcgctg accttcatca 840 

cagacaacag cctggtggca gcgggccacg actgcttccc ggtgctgttc acctatgacg 900 

ccgccgcggg gatgctgagc ttcggcgggc ggctggacgt tcctaagcag agctcgcagc 960 

gtggcttgac ggcccgcgag cgcttccaga acctggacaa gaaggcgagc tccgagggtg 1020 

gcacggctgc gggcgcgggc ctagactcgc tgcacaagaa cagcgtcagc cagatctcgg 1080 

tgctcagcgg cggcaaggcc aagtgctcgc agttctgcac cactggcatg gatggcggca 1140 

tgagtatctg ggatgtgaag agcttggagt cagccttgaa ggacctcaag atcaaatgac 1200 

ctgtgaggaa tatgttgcct tcatcctaac tgctggggaa gcggggagag gggtcaggga 1260 

ggctaatggt tgctttgctg aatgtttctg gggtaccaat acgagttccc ataggggctg 1320 

ctccctcaaa aagggagggg acagatgggg agcttttctt acctattcaa ggaatacgtg 1380 

cctttttctt aaatgctttc atttattgaa aaaaaaaaaa aaaaaaaa 1428 

<210> 22 
<211> 372 
<212> PRT 
<213> Human 

<400> 22 

Met Ala Tyr His Ser Phe Leu val Glu Pro lie Ser cys His Ala Trp 



Asn Lys Asp Arg Thr Gin lie Ala lie Cys Pro Asn Asn His Glu Val 
20 25 30 

His lie Tyr Glu Lys Ser Gly Ala Lys Trp Thr Lys Val His Glu Leu 
35 40 45 

Lys Glu His Asn Gly Gin val Thr Gly lie Asp Trp Ala Pro Glu Ser 
50 55 60 

Asn Arg lie val Thr Cys Gly Thr Asp Arg Asn Ala Tyr val Trp Thr 
65 70 75 80 

Leu Lys Gly Arg Thr Trp Lys Pro Thr Leu val lie Leu Arg lie Asn 
85 90 95 
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Arg Ala Ala Arg cys val Arg Trp Ala Pro Asn Glu Asn Lys Phe Ala 
100 105 110 

Val Gly Ser Gly Ser Arg val lie Ser lie Cys Tyr Phe Glu Gin Glu 
115 120 125 

Asn Asp Trp Trp val cys Lys His lie Lys Lys Pro lie Arg ser Thr 
130 135 140 

val Leu Ser Leu Asp Trp His Pro Asn Asn Val Leu Leu Ala Ala Gly 
145 150 155 160 

ser cys Asp Phe Lys cys Arg lie Phe ser Ala Tyr lie Lys Glu Val 
165 170 175 

Glu Glu Arg Pro Ala Pro Thr Pro Trp Gly Ser Lys Met Pro Phe Gly 
180 185 190 

Glu Leu Met Phe Glu Ser ser Ser Ser Cys Gly Trp val His Gly val 
195 200 205 

Cys Phe Ser Ala ser Gly Ser Arg val Ala Trp val Ser His Asp ser 
210 215 220 

Thr val cys Leu Ala Asp Ala Asp Lys Lys Met Ala Val Ala Thr Leu 
225 230 235 240 

Ala Ser Glu Thr Leu Pro Leu Leu Ala Leu Thr Phe lie Thr Asp Asn 
245 250 255 

ser Leu val Ala Ala Gly His Asp cys Phe Pro val Leu Phe Thr Tyr 
260 265 270 

Asp Ala Ala Ala Gly Met Leu Ser Phe Gly Gly Arg Leu Asp val Pro 
275 280 285 

Lys Gin ser ser Gin Arg Gly Leu Thr Ala Arg Glu Arg Phe Gin Asn 
290 295 300 

Leu Asp Lys Lys Ala Ser Ser Glu Gly Gly Thr Ala Ala Gly Ala Gly 
305 310 315 320 

Leu Asp ser Leu His Lys Asn ser val Ser Gin lie Ser Val Leu ser 
325 330 335 

Gly Gly Lys Ala Lys Cys Ser Gin Phe Cys Thr Thr Gly Met Asp Gly 
340 345 350 
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Gly Met Ser lie Trp Asp val Lys Ser Leu G"lu ser Ala Leu Lys Asp 
355 360 365 

Leu Lys lie Lys 
370 

<210> 23 

<211> 1435 

<212> DNA 

<213> Human 

<400> 23 



_r<i ft _r"* S" /*i +■ 

gagcgcgggt 


+" -l~ f -t~ r~ /-i /t /*i *~ 

iicicgcggc 


ccc eggcege 


ccccggcy lc 


d Ly LdLyyL l 


cgeagaaggg 


DU 


CdCCdCg LLC 


dCCddgdlCI 


z~i -4- /-i c\ f~\ f~ t~\ r~\ 

xcg xgggegg 


cecycey Lde 


rarartarrn 
LaLdL LdLLy 


dcyccLcycL 




caggaag cac 


c ccgagggc l 


xcggcgacax 


cgaggagy ec 


y Ly y LLdiLd 


f r~ i~\ ~^ f~ r~ r~i c t~ "^i 

ceydceycca 


1 an 


gacgggcaag 


LLLL.ycyyL l 


di_y y i_ l Li_y l 


ydLLd LyyLL 


ydecyyycyy 


Lay l Lyayay 




ggcn igcddd 


n ^ /~ /** /~ "t~ ^ a c r 
gaCLLLadLL 


CCdLCdLCyd 


cy y ccy eday 


yLLddLy Lyd 


arrtnnrafa 
dLL LyyLd La 


J ULI 


xcugggcgcc 


aagccitggi. 


y LL LLLdyaL 


yyyc l l Ly<-L. 


ai Lyyi.y Ly l 


dyLdyL Ly Ld 


J DU 


ccccacc t tg 


a recagegga 


exxaegggcx 


gaccccgcac 


LaCaLCIdCC 


eaccay cca l 




eg "tgcagcca 


agcgxgg tga 


Lcccagccgc 


ccc egccccg 


Lcgcigtcci 


eyeeeLdedL 


H-OU 


cgag cacacg 


ccggccagcc 


^— /-i /-i +- /— -4- -3 /— #i /— 
eggxe xaege 


ccay Ldcecd 


ccyyccdL.c l 


d LydLLdy Ld 




ccca racgcc 


gee ccgcc eg 


/— —» /-1 /~i /~ -*r /I 

cedL.yyL.i_ya 


■-J/-1/— /~i-4-^ 
cay c l Ley Ly 


nnr1"aranr + 
yyC LdLdyL L 


dLLL LyLLyL 


DVJW 


eg cgcaccag 


gccctCLLdg 


cey cay cd.ee 


cgegggcaec 


dCL l Ley Lyi_ 


dy LdLLdyyL. 


VJVJ W 


#*i ^ /^t ~i r~ +" 
gc eg cage eg 


Cdgcc tgded 


ggacgeagcg 


dyyyycy l lc 


LyLLLLydy 


ydL Ly LyyLd 




■4- -4- /-i -4- / i *- /— -t- +~ 

l rg ucaccxx 


cacagcagac 


ay ay e eg cca 


f~t f~\ f~ t~ i~\ 'Zl ~\~ f~\ 

yyccdLydLy 


gyc cygegae 


dyLLLyyL Ly 


/ 0 w 


agcttcagtg 


aggtgccacc 


agcacccgtg 


cctccgaaga 


ccgctcgggc 


attccgcctg 


840 


cgccctggga 


cageggagag 


acggcttctc 


tttaatctag 


gtcccattgt 


gtcttgaggg 


900 


aggactttta 


agaatgactg 


agaactattt 


aaagacgcaa 


tcccaggttc 


cttgcacacc 


960 


atggcagcct 


ctccttgcac 


cttctcctgc 


ctctccacac 


tccaggttcc 


ctcaggcttg 


1020 


tgtccccact 


getgeategt 


ggcggggtgt 


cacagaccct 


ctgcagcccc 


tggctgccct 


1080 


ggactgtgca 


gagatgectg 


actccaggga 


aacctgaaag 


caagaagtta 


atggactgtt 


1140 


tattgtaact 


tgatcctccc 


gagctgtgag 


cgcagtctga 


ggtctgagga 


cacggcctcc 


1200 


tgttggagtc 


ccattttctc 


catcagggca 


cgtgggcggc 


ttcctcaagc 


ceggaggage 


1260 


tcccaggcgc 


acaggggecg 


ccggtaacag 


gggccgccgg 


ccaaaggccc 


ctttccagtc 


1320 


atagcactga 


agttgcaact 


tttttcttgt 


aattgttttg 


ctactaagat 


aatttcagaa 


1380 


gttcagtcta 


ttttttcagc 


ggatactgee 


gccaccaaga 


atccaaacct 


aggaa 


1435 
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<210> 24 
<211> 230 
<212> PRT 
<213> Human 

<400> 24 

ser Ala Gly Phe Ser Arg Pro Leu Ala Ala Pro Gly val Met Tyr Gly 
15 10 15 

ser Gin Lys Gly Thr Thr Phe Thr Lys lie Phe val Gly Gly Leu Pro 
20 25 30 

Tyr His Thr Thr Asp Ala Ser Leu Arg Lys Tyr Phe Glu Gly Phe Gly 
35 40 45 

Asp lie Glu Glu Ala val val lie Thr Asp Arg Gin Thr Gly Lys Ser 
50 55 60 

Arg Gly Tyr Gly Phe Val Thr Met Ala Asp Arg Ala Ala Ala Glu Arg 
65 70 75 80 

Ala Cys Lys Asp Pro Asn Pro lie lie Asp Gly Arg Lys Ala Asn val 
85 90 95 

Asn Leu Ala Tyr Leu Gly Ala Lys Pro Trp Cys Leu Gin Thr Gly Phe 
100 105 110 

Ala lie Gly val Gin Gin Leu His Pro Thr Leu lie Gin Arg Thr Tyr 
115 120 125 

Gly Leu Thr Pro His Tyr lie Tyr Pro Pro Ala lie val Gin Pro Ser 
130 135 140 

val Val lie Pro Ala Ala Ala Pro val Pro Ser Leu Ser Ser Pro Tyr 
145 150 155 160 

lie Glu Tyr Thr Pro Ala Ser Pro Val Tyr Ala Gin Tyr Pro Pro Ala 
165 170 175 

Thr Tyr Asp Gin Tyr Pro Tyr Ala Ala Ser Pro Ala Thr Ala Asp Ser 
180 185 190 

Phe val Gly Tyr Ser Tyr Pro Ala Ala Val His Gin Ala Leu Ser Ala 
195 200 205 

Ala Ala Pro Ala Gly Thr Thr Phe val Gin Tyr Gin Ala Pro Gin Leu 
210 215 220 
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Gin Pro Asp Arg Met Gin 
225 230 

<210> 2 5 

<211> 1439 

<212> DNA 

<213> Human 



<4UU> £o 

gcggcggatg 


cagtacaacc 


ggcgctttgt 


caacgttgtg 


cccacctttg 


gcaagaagaa 


60 


gggcaccacg 


ttcaccaaga 


tcttcgtggg 


cggcctgccg 


taccacacta 


ccgacgcctc 


120 


gctcaggaag 


tacttcgagg 


gcttcggcga 


catcgaggag 


gccgtggtca 


tcaccgaccg 


180 


ccagacgggc 


aagtcccgcg 


gctacggctt 


cgtgaccatg 


gccgaccggg 


cggcagctga 


240 


gagggcttgc 


aaagacccct 


aaccccatca 


tcgacggccg 


caaggccaac 


gtgaacctgg 


300 


catatctggg 


cgccaagcct 


tggtgtctcc 


agacgggctt 


tgccattggc 


gtgcagcagc 


360 


tgcaccccac 


cttgatccag 


cggacttacg 


ggctgacccc 


gcactacatc 


tacccaccag 


420 


ccatcgtgca 


gcccagcgtg 


gtgatcccag 


ccgcccctgt 


cccgtcgctg 


tcctcgccct 


480 


acattgagta 


cacgccggcc 


agcccggtct 


acgcccagta 


cccaccggcc 


acctatgacc 


540 


agtacccata 


cgccgcctcg 


cctgccacgg 


ctgacagctt 


cgtgggctac 


agctaccctg 


600 


ccgccgtgca 


ccaggccctc 


tcagccgcag 


cacccgcggg 


caccactttc 


gtgcagtacc 


660 


aggcgccgca 


gctgcagcct 


gacaggatgc 


agtgaggggc 


gttcctgccc 


cgaggactgt 


720 


ggcattgtca 


ccttcacagc 


agacagagct 


gccaggccat 


gatgggctgg 


cgacagcccg 


780 


gctgagcttc 


agtgaggtgc 


caccagcacc 


cgtgcctccg 


aagaccgctc 


gggcattccg 


840 


cctgcgccct 


gggacagcgg 


agagacggct 


tctctttaat 


ctaggtccca 


ttgtgtcttg 


900 


agggaggact 


tttaagaatg 


actgagaact 


atttggggac 


gcaatcccag 


gttccttgca 


960 


caccatggca 


gcctctcctt 


gcaccttctc 


ctgcctctcc 


acactccagg 


ttccctcagg 


1020 


cttgtgtccc 


cactgctgca 


tcgtggcggg 


gtgtcacaga 


ccctctgcag 


cccctggctg 


1080 


ccctggactg 


tgcagagatg 


cctgactcca 


gggaaacctg 


aaagcaagaa 


gttaatggac 


1140 


tgtttattgt 


aacttgatcc 


tcccgagctg 


tgagcgcagt 


ctgaggtctg 


aggacacggc 


1200 


ctcctgttgg 


agtcccattt 


tctccatcag 


ggcacgtggg 


cggcttcctc 


aagcccggag 


1260 


gagctcccag 


gcgcacaggg 


gccgccggta 


acaggggccg 


ccggccaaag 


gcccctttcc 


1320 


agtcatagca 


ctgaagttgc 


aacttttttc 


ttgtaattgt 


tttgctacta 


agataatttc 


1380 


agaagttcag 


tctatttttt 


cagcggatac 


tgccgccacc 


aagaatccaa 


acctaggaa 


1439 


<210> 26 
<211> 230 
<212> PRT 
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<213> Human 
<400> 26 

Arg Arg Met Gin Tyr Asn Arg Arg Phe val Asn val Val Pro Thr Phe 
1 5 10 15 

Gly Lys Lys Lys Gly Thr Thr Phe Thr i_ys lie Phe val Gly Gly Leu 
20 25 30 

Pro Tyr His Thr Thr Asp Ala Ser Leu Arg Lys Tyr Phe Glu Gly Phe 
35 40 45 

Gly Asp lie Glu Glu Ala val Val lie Thr Asp Arg Gin Thr Gly Lys 
50 55 60 

Ser Arq Gly Tyr Gly Phe val Thr Met Ala Asp Arg Ala Ala Ala Glu 
65 70 75 80 

Arq Ala Cys Lys Asp Pro Asn Pro lie lie Asp Gly Arg Lys Ala Asn 
85 90 95 

val Asn Leu Ala Tyr Leu Gly Ala Lys Pro Trp Cys Leu Gin Thr Gly 
100 105 110 

Phe Ala lie Gly val Gin Gin Leu His Pro Thr Leu lie Gin Arg Thr 
115 120 125 

Tyr Gly Leu Thr Pro His Tyr lie Tyr Pro Pro Ala lie Val Gin Pro 
130 135 140 

Ser Val val lie Pro Ala Ala Pro val Pro Ser Leu Ser Ser Pro Tyr 
145 150 155 160 

lie Glu Tyr Thr Pro Ala Ser Pro val Tyr Ala Gin Tyr Pro Pro Ala 
165 170 175 

Thr Tyr Asp Gin Tyr Pro Tyr Ala Ala Ser Pro Ala Thr Ala Asp Ser 
180 185 190 

Phe val Gly Tyr Ser Tyr Pro Ala Ala val His Gin Ala Leu Ser Ala 
195 200 205 

Ala Ala Pro Ala Gly Thr Thr Phe Val Gin Tyr Gin Ala Pro Gin Leu 
210 215 220 

Gin Pro Asp Arg Met Gin 
225 230 
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<210> 27 

<211> 2029 

<212> DNA 

<213> 27 

<400> 27 



actcagigtL 


^— « « « «3 *»• 
c 9 c 999 a 9 cc 


g CdCCLdCaC 


f~ ~± r\ f f ^ ^ f f f 

LagLLaaLLL 


-~i ft "Zi "\~ f~ f~ f~ ft ft 

dydLLLLydy 


y LLLydLdyL 


fin 


gcccggccca 


ga iccccacg 


c c x y c c cig y a. 


nra 'Zi ft f~ f~ n ^ n 

gLddyLLgdg 


dyLLdyLLyy 


f~f~r\r\f~f~\f~zi c ~\~ 

LLyyLyLdL l 


1 ?n 


ccgac "tccga 


gcagxcxcxg 


xccxxcyacc 


f~ tt n ft r~ f~ f~ f~ ft f~ 
LydgLLLLyL 


ft f~ f~ f~ ~t~ ~t~ ~\~ f~ f~ n 

yLLLLLLLLy 


yydLLLL LyL 


1 an 


cccgcgggca 


gcgc Lgccda 


c~ r~ ^ ft c~ t~ r\ r~\ r~ f~ 

L.i_Lyi_i_yyi_u 


d LyydydLLL 


L.y LLLLdyLy 


ftf~ftf~ftf~f'Ti c c 
yLyLyLLdLL 




cgcagcgggg 


cgcaggccag 


l_ LLLdL l_l_L.y 


L, Ly LLyLLLd 


LLL^LdLLdL 


LLyy l uyLdy 


Jl/U 


gagaaggagg 


accxgcagga 


/~1 /~ -|- /»-■ -3 "3 -f- /~i --\ -f- 

gcxcaaxgax 


cgcxxgy egg 


LL.LdL.dLL.yd 


ff~ff\~ff\"ftf~ftf~ 
LLy Ly Ly Ly l 


3 DU 


xcgc xggaaa 


cggagaacgc 


agy y cxy cy c 


LLLLyLdLLd 


LLydy LL Lyd 


dydyy Lyy ll 




agccgcgagg 


xgnccggca l 


caagg ccgcc 


LdL.yd.yyL.i_y 


~i ft f~ ~t~ f ft ft ft ft ^ 

agexegggga 


■\-ftf~f~f~ftf~'Zi an 
LyLLLyLddy 


HOU 


acccxxgacx 


f ft +- ^ rt f~ f ^ 
cagnagccaa 


ft f \ ft f~ ft f C\ f f 

ggagcgcgcc 


LyLLLyLdyL 


+ fiftr%ftf--t-f% , zift 

LyydyLLydy 


Ldddy LyLy L 


JtL/ 


gaggag iiid 


aggagc xgaa 


zt f~ ft f~ ft f ^ -3 +■ 
agcy eg caax 


dLLddyddyy 


1 ft ft fft~ f\Zl f~ f~ ~t~ 

dy y y Ly dLL l 


yd Ldy L Ly L L 




caggcxcggc 


rgaaggaccL 


/*» -3 n ft f%~ f\~ ft 
99 a 99 c ^ ci: g 


CigdaLLLLd 


ft ft T3i ft ft f r~ ft f 

a 99 a 99 cc 9 c 


•3 f~ ~t~ ft ^ ft f f ~t~ 

dLxyayLdLX 


DDU 


gc xc xcagxg 


agaagcgcac 


gcxggagggc 


/~i rt f~ ~t~ ft f ry ~f~ ft 

gagexgeaxg 


-f- /— +- /™ /-i 
a XL xy (_yyyy 


ff~~tftff\~ ft ft f f~ 

LcayyxygLL 


/ _.VJ 


aagct"tgagg 


cagccc xagg 


xgaggccaag 


aagcddcxxc 


a*^*^a - t"nana"t - 

dyydLydydL 


ft f~ ~t~ ft f~ ft ft f~ ft ft 
gexgeggegg 


/ OLI 


gtggatgctg 


agaacaggct 


ft f *^ "5 ^ /~ *3 +■ ft 

g cagaccaxg 


"3 "3 ft ft ft ft f 

daggaggaac 


xggacxxLCd 


ziaanaarat'T 
yddyddLdLL 




tzacag "tgagg 


age Lgcgrga 


ft "3 /" "3 -3 f ft f 

gaccaagcgc 


LyiLdiydyd 


f~ f~ f~ ft "ZX f~ ft ft "t~ 

LLLydLLyy L 


nnana+"^na^ 

y y dy d l Ly dL 




aa xgggaagc 


agegxgag xx 


xgagagcegg 


f~ ft ft f ft ft "t~ ft 

L-Xggcggaxg 


cgexy cdgyd 


a r~ ft c ft ft ft f f~ 

dL LyLyyyLL 


you 


cagca "tgagg 


accaggxgga 


gcagxaxaag 


aaggagcxgg 


-3 /-| -3 -3 /"i -3 /— -f- -♦- -3 

agaagaexxa 


-\~ -\- f~ ft f~ f~ ~^ ^3 ft 

L LLiyLLddy 




cxggacaxxg 


/*r , anrtran+ , r 
<_L.d.y y i_dy LL 


Ly ^y^ydyy 


daLdyLddLL 


T-ggT-9gggg c 


•f- n t~ f~ c ~3 /~nan 
LyLLLdLydy 


1 ORO 

1UOU 


gagctgcagc 


agxegey cax 


LLyv.dT.LgdL 


dyL,L.LL.LL-Ly 


LLLdy L LLdy 


rranrtrran 
LLdyL LLLdy 


1 1 AO 


aagcagc tgg 


cagecaagga 


ggcgaagccx 


cgagacc xgg 


iftftif1~f~~'3f+ m 
dyy dLLLdLX 


ggLCLgxgag 


1 ?oo 


cgggacacca 


y*^ f f ft ft f ft ft f ^ 

gccggcggcx 


ft f~ ft ft f~ ft ft iy "3 

gcxggcggaa 


a "D rt rt ft f ft ft ft 

dayyay L.yyy 


ft ~\~ ft ft t~ f~ ft 

dydLyyLLyd 


yd xy cygycd 




aggatgcagc 


agcagctgga 


cgagtaccag 


gagcttctgg 


acatcaagct 


ggccctggac 


1320 


atggagatcc 


acgcctaccg 


caagctcttg 


gagggegagg 


aggagaggct 


acgcctgtcc 


1380 


cccagcccta 


cctcgcagcg 


cagccgtggc 


cgtgcttcct 


ctcactcatc 


ccagacacag 


1440 


ggtgggggca 


gcgtcaccaa 


aaagcgcaaa 


ctggagtcca 


ctgagagccg 


cagcagcttc 


1500 


tcacagcacg 


cacgcactag 


egggegegtg 


gccgtggagg 


aggtggatga 


ggagggcaag 


1560 


tttgtccggc 


tgcgcaacaa 


gtccaatgag 


gaccagtcca 


tgggcaattg 


gcagatcaag 


1620 


cgccagaatg 


gagatgatcc 


ettgetgact 


taccggttcc 


caccaaagtt 


caccctgaag 


1680 
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gctgggcagg 


tggtgacgat 


ctgggctgca 


ggagctgggg 


ccacccacag 


cccccctacc 


1740 


gacctggtgt 


ggaaggcaca 


gaacacctgg 


ggctgcggga 


acagcctgcg 


tacggctctc 


1800 


atcaactcca 


ctggggaaga 


agtggccatg 


cgcaagctgg 


tgcgctcagt 


gactgtggtt 


1860 


gaggacgacg 


aggatgagga 


tggagatgac 


ctgctccatc 


accaccatgt 


gagtggtagc 


1920 


cgccgctgag 


gccgagcctg 


cactggggcc 


acccagccag 


gcctgggggc 


agcctctccc 


1980 


cagcctcccc 


gtgccaaaaa 


tcttttcatt 


aaagaatgtt 


tggaacttt 




2029 



<210> 28 

<211> 572 

<212> PRT 

<213> Human 

<400> 28 

Met Glu Thr Pro Ser Gin Arg Arg Ala Thr Arg Ser Gly Ala Gin Ala 
15 10 15 

Ser ser Thr Pro Leu Ser Pro Thr Arg lie Thr Arg Leu Gin Glu Lys 
20 25 30 

Glu Asp Leu Gin Glu Leu Asn Asp Arg Leu Ala Val Tyr lie Asp Arg 
35 40 45 

val Arg Ser Leu Glu Thr Glu Asn Ala Gly Leu Arg Leu Arg lie Thr 
50 55 60 

Glu ser Glu Glu val val ser Arg Glu val ser Gly lie Lys Ala Ala 
65 70 75 80 

Tyr Glu Ala Glu Leu Gly Asp Ala Arg Lys Thr Leu Asp Ser val Ala 
85 90 95 

Lys Glu Arg Ala Arg Leu Gin Leu Glu Leu ser Lys val Arg Glu Glu 
100 105 110 

Phe Lys Glu Leu Lys Ala Arg Asn Thr Lys Lys Glu Gly Asp Leu lie 
115 120 125 

Ala Ala Gin Ala Arg Leu Lys Asp Leu Glu Ala Leu Leu Asn Ser Lys 
130 135 140 

Glu Ala Ala Leu ser Thr Ala Leu ser Glu Lys Arg Thr Leu Glu Gly 
145 150 155 160 

Glu Leu His Asp Leu Arg Gly Gin val Ala Lys Leu Glu Ala Ala Leu 
165 170 175 
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Gly Glu Ala Lys Lys Gin Leu Gin Asp Glu Met Leu Arg Arg Val Asp 
180 185 190 

Ala Glu Asn Arg Leu Gin Thr Met Lys Glu Glu Leu Asp Phe Gin Lys 
195 200 205 

Asn lie Tyr Ser Glu Glu Leu Arg Glu Thr Lys Arg Arg His Glu Thr 
210 * 215 220 

Arg Leu val Glu lie Asp Asn Gly Lys Gin Arg Glu Phe Glu Ser Arg 
225 230 235 240 

Leu Ala Asp Ala Leu Gin Glu Leu Arg Ala Gin His Glu Asp Gin val 
245 250 255 

Glu Gin Tyr Lys Lys Glu Leu Glu Lys Thr Tyr Ser Ala Lys Leu Asp 
260 265 270 

Asn Ala Arg Gin Ser Ala Glu Arg Asn ser Asn Leu val Gly Ala Ala 
275 280 285 

His Glu Glu Leu Gin Gin ser Arg lie Arg lie Asp Ser Leu ser Ala 
290 295 300 

Gin Leu ser Gin Leu Gin Lys Gin Leu Ala Ala Lys Glu Ala Lys Leu 
305 310 315 320 

Arg Asp Leu Glu Asp ser Leu Ala Arg Glu Arg Asp Thr ser Arg Arg 
325 330 335 

Leu Leu Ala Glu Lys Glu Arg Glu Met Ala Glu Met Arg Ala Arg Met 
340 345 350 

Gin Gin Gin Leu Asp Glu Tyr Gin Glu Leu Leu Asp lie Lys Leu Ala 
355 360 365 

Leu Asp Met Glu lie His Ala Tyr Arg Lys Leu Leu Glu Gly Glu Glu 
370 375 380 

Glu Arg Leu Arg Leu Ser Pro Ser Pro Thr Ser Gin Arg Ser Arg Gly 
385 390 395 400 

Arg Ala Ser Ser His Ser Ser Gin Thr Gin Gly Gly Gly Ser Val Thr 
405 410 415 

Lys Lys Arg Lys Leu Glu Ser Thr Glu Ser Arg Ser Ser Phe Ser Gin 
420 425 430 
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His Ala Arg Thr Ser Gly Arg val Ala val Glu Glu val Asp Glu Glu 
435 440 445 

Gly Lys Phe val Arg Leu Arg Asn Lys Ser Asn Glu Asp Gin ser Met 
450 455 460 

Gly Asn Trp Gin lie Lys Arg Gin Asn Gly Asp Asp Pro Leu Leu Thr 
465 470 475 480 

Tyr Arg Phe Pro Pro Lys Phe Thr Leu Lys Ala Gly Gin val val Thr 
485 490 495 

lie Trp Ala Ala Gly Ala Gly Ala Thr His Ser Pro Pro Thr Asp Leu 
500 505 510 

Val Trp Lys Ala Gin Asn Thr Trp Gly Cys Gly Asn Ser Leu Arg Thr 
515 520 525 

Ala Leu lie Asn Ser Thr Gly Glu Glu val Ala Met Arg Lys Leu Val 
530 535 540 

Arg Ser val Thr Val Val Glu Asp Asp Glu Asp Glu Asp Gly Asp Asp 
545 550 555 560 

Leu Leu His His His His val Ser Gly Ser Arg Arg 
565 570 

<210> 29 
<211> 10 
<212> PRT 
<213> Human 

<400> 29 

Asn Leu Leu Glu Lys Asp Tyr Phe Gly Leu 
15 10 

<210> 30 

<211> 10 

<212> PRT 

<213> Human 

<400> 30 

val Leu Phe Asp Leu val Cys Glu His Leu 
15 10 

<210> 31 
<211> 9 
<212> PRT 
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<213> Human 
<400> 31 

Lys Leu Gin His Pro Asp Met Leu Val 
1 5 



<210> 32 

<211> 9 

<212> PRT 

<213> Human 

<400> 32 

Lys Met Leu Asp Ala Glu Asp lie val 
1 5 



<210> 33 

<211> 10 

<212> PRT 

<213> Human 

<400> 33 

Lys Met Thr Leu Gly Met lie Trp Thr lie 
15 10 



<210> 34 

<211> 9 

<212> PRT 

<213> Human 

<400> 34 

Phe Met Pro Ser Glu Gly Lys Met Val 
1 5 



<210> 35 

<211> 10 

<212> PRT 

<213> Human 

<400> 35 

Lys Leu Ala Ser Asp Leu Leu Glu Trp lie 
1 5 10 



<210> 36 

<211> 9 

<212> PRT 

<213> Human 

<400> 36 

Gly Leu val Thr Phe Gin Ala Phe lie 
1 5 
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<210> 37 
<211> 10 
<212> PRT 
<213> Human 

<400> 37 

Cys Gin Leu Glu lie Asn Phe Asn ser val 
15 10 



<210> 38 

<211> 10 

<212> PRT 

<213> Human 

<400> 38 

Trp Leu Ala Ala Val Thr Lys Gin Asn val 
1 5 10 



<210> 39 

<211> 10 

<212> PRT 

<213> Human 

<400> 39 

lie Leu Pro Phe Arg val lie Pro Leu val 
15 10 



<210> 40 

<211> 9 

<212> PRT 

<213> Human 

<400> 40 

Ser Leu Leu Ala Gin Lys lie Glu val 
1 5 



<210> 41 

<211> 9 

<212> PRT 

<213> Human 

<400> 41 

Lys Leu Asn Tyr Ser Asp His Asp Val 
1 5 



<210> 42 

<211> 9 

<212> PRT 

<213> Human 

<400> 42 

Lys Leu Leu Gly Gly Gin lie Gly Leu 
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<210> 43 

<211> 10 

<212> PRT 

<213> Human 

<400> 43 

ser Leu Leu Gly Cys Arg His Tyr Glu val 
15 10 



<210> 44 

<211> 10 

<212> PRT 

<213> Human 

<400> 44 

Tyr Leu Ser Gin Glu His Gin Gin Gin Val 
15 10 



<210> 45 

<211> 10 

<212> PRT 

<213> Human 



<400> 45 

Lys val Met Asp Arg Pro Gly Asn Tyr Val 
1 5 10 



<210> 46 

<211> 9 

<212> PRT 

<213> Human 

<400> 46 

Ala Leu lie Glu Gin Trp Asn Pro Val 

1 5 



<210> 47 

<211> 9 

<212> PRT 

<213> Human 

<400> 47 

lie lie Thr Ala Phe Asn Phe Pro val 
1 5 



<210> 48 

<211> 9 

<212> PRT 

<213> Human 
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<400> 48 

Phe Glu Gin Glu Asn Asp Trp Trp val 
1 5 



<210> 49 

<211> 9 

<212> PRT 

<213> Human 

<400> 49 

Tyr Leu Gly Ala l_ys Pro Trp Cys Leu 
1 5 



<210> 50 

<211> 10 

<212> PRT 

<213> Human 

<400> 50 

Cys Leu Gin Thr Gly Phe Ala lie Gly val 
15 10 



<210> 51 

<211> 10 

<212> PRT 

<213> Human 

<400> 51 

Lys Leu Leu Glu Gly Glu Glu Glu Arg Leu 
15 10 



<210> 52 

<211> 9 

<212> PRT 

<213> Human 

<400> 52 

Lys Leu val Arg Ser Val Thr val val 
1 5 



<210> 53 

<211> 9 

<212> PRT 

<213> Human 

<400> 53 

Arg Leu Ala Asp Ala Leu Gin Glu Leu 
1 5 
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